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SEQUENCE LISTING 



<110> Schlauder, George G 
Erker, James C 
Desai, Suresh M 
Daws.on , George J 
Mushawar, Isa K 

<120> METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E 
VIRUS 

<130> 6232. US. 01 

<140> 
<141> 

<150> US 09/173, 141 
<151> 1998-10-15 

<160> 258 

<170> Patentln Ver. 2.0 

<210> 1 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer C375M 



<210> 2 
<211> 19 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer A1-350M 



<210> 3 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer S1-34M 



<400> 1 



ctgaacatcc cggccgac 



18 



<400> 2 

agaaagcagc gatggagga 



19 



<400> 3 

gcccaccagt tcattaaggc t 



21 
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<210> 4 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer A2-320M 



<210> 5 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer S2-55M 



<210> 6 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer C375 
<400> 6 

ctgaacatca cgcccaac 18 



<210> 7 

<211> 19 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer Al-350 



<400> 4 

tcattaatgg agcgtgggtg 



20 



<400> 5 

cctggcatca ctactgctat 



20 



<400> 7 

aggaagcagc ggtggacca 



19 



<210> 8 

<211> 20 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer Sl-34 
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<400> 8 

gcccatcagt ttattaaggc 



20 



<210> 9 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer A2-320 



<210> 10 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer S2-55 
<400> 10 

cctggcatca ctactgctat 20 



<210> 11 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer M1PR6 



<210> 12 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer S4294M 
<400> 12 

gtgttctacg gggatgctta tgacg 25 



<210> 13 
<211> 25 
<212> DNA 

<213> Artificial Sequence 



<400> 9 

tcatttattg agcggggatg 



20 



<400> 11 

ccatgttcca caccgtattc cagag 



25 
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<220> 

<223> Description of Artificial Sequence: Primer M1PF6 



<400> 13 

gactcagtat tctctgctgc cgtgg 25 



<210> 14 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer A4556 
<400> 14 

ggctcaccag aatgcttctt ccaga 25 



<210> 15 

CSi <211> 342 

M> <212> DNA 

J 5 <213> Hepatitis E virus 

<220> 

J\ <223> Clone: USP-15 



V~ <400> 15 

j — gcccatcagt ttattaaggc tcctggcatt 

yj- gcggccaatt ctgccttggc gaatgctgtg 

accgagattc ttattaattt gatgcaaccc 
tggaatcacc ctatccagcg ggttatacat 
gctggtcgtt gcttggaggt tggagctcac 
ctgcatcggt gtttccttag accggtcggg 



actactgcca ttgagcaggc tgctctggct 60 
gtggttcggc cgtttttatc tcgcgtgcaa 120 
cggcagttgg ttttccgccc tgaggtactt 18 0 
aatgaattag aacagtactg ccgggctcgg 24 0 
ccaagatcca ttaatgacaa ccccaacgtt 300 
cgtgatgttc ag 342 



<210> 16 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
PA2-556 0 

<400> 16 

taggttatac tgccggcgca 20 



<210> 
<211> 



17 
20 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer Sl-5287 
<400> 17 

ttctcagccc ttcgcaatcc 2 0 



<210> 18 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer S2-5310 
<400> 18 

atattcatcc aaccaacccc 20 



<210> 19 

<211> 251 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone b421 



\~ <400> 19 

?j atattcatcc aaccaacccc ttcgccgccg atgtcgtttc acaacccggg gctggaactc 60 

O gccctcgaca gccgccccgc cccctcggtt ccgcttggcg tgaccagtcc cagcgcccct 120 

ccgttgcccc ccgtcgtcga tctaccccag ctggggctgc gccgctaact gccatatcac 180 

cagcccctga tacagctcct gtacctgatg ttgactcacg tggtgctatt ttgcgccggc 24 0 

agtataacct a 251 



<210> 20 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
US 4 .2-69S/20 . 

<400> 20 

ttccgcttgg cgtgaccagt 20 



<210> 
<211> 



21 
21 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
US 4 .4/144S 

<400> 21 

gctaactgcc atatcaccag c 21 

<210> 22 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer M6417a 



<210> 23 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer M6371a 
<400> 23 

ttggctcgcc attggctgag acaa 24 



<210> 24 
<211> 899 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone df-orf2/3 
<400> 24 

gctaactgcc atatcaccag cccctgatac agctcctgta cctgatgttg actcacgtgg 60 
tgctattttg cgccggcagt acaatttgtc tacgtccccg cttacatcat ctgttgcttc 120 
tggtactaat ctggttctct atgctgcccc gctgaaccct ctcttgcctc ttcaggatgg 180 
caccaacact catattatgg ctactgaggc atctaattac gcccagtatc gggttgttcg 240 
ggctacgatt cgttatcgcc cgttggtgcc aaatgctgtt ggtggttatg ctatctctat 300 
ttctttctgg cctcaaacta caactacccc tacttctgtt gacatgaatt ctatcacttc 360 
tactgatgtc aggatcttgg tccagcccgg tatagcctcc gagttagtca tccctagtga 420 



<400> 22 

cccttatcct gctgagcatt 



20 
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acgccttcac taccgcaacc aaggctggcg ctctgttgag accacgggtg tggccgaaga 480 
ggaggctacc tccggtctgg taatgctttg tattcatggc tcccctgtta actcctacac 540 
taatacacct tacaccggtg cattggggct tcttgatttt gcattagaac ttgaatttag 600 
aaatttgaca cccgggaaca ctaacacccg tgtttcccgg tatactagca cagcccgcca 660 
ccggctgcgc cgcggtgctg atgggaccgc tgagctcacc accacagcag ccacacgctt 720 
catgaaggat ttgcatttta ctggtacgaa cggcgttggt gaggtgggtc gtggtattgc 780 
cctgactctg tttaatcttg ctgatacgct tcttggtggt ttaccgacag aattgatttc 840 
gtcggctggg ggtcaactgt tttactcccg ccctgttgtc tcagccaatg gcgagccaa 8 99 



<210> 25 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer USP 
3s/20 

<400> 25 

tggcattact actgccattg 2 0 



<210> 26 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer M902A 
<400> 26 

atcgatcgga catagacctc 2 0 



<210> 27 
<211> 846 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone df-orfl 
<400> 27 

tggcattact actgccattg agcaggctgc tctggctgcg gccaattctg ccttggcgaa 60 
tgctgtggtg gttcggccgt ttttatctcg cgtgcaaacc gagattctta ttaatttgat 120 



gcaaccccgg cagttggfett tccgccctga ggtactttgg aatcacccta tccagcgggt 18 0 
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tatacataat gaattagaac agtactgccg ggctcgggct ggtcgttgct tggaggttgg 24 0 
agctcaccca agatccatta atgacaaccc caacgttctg catcggtgtt tccttagacc 300 
ggttggccga gatgttcagc gctggtactc tgcccccacc cgcggccctg cggctaattg 360 
ccgccgctcc gcgttgcgtg gtctcccccc cgctgaccgc acttactgct ttgatggatt 42 0 
ctcccgttgt gcttttgctg cagagaccgg tgtggctctt tactctctgc atgacctttg 480 
gccagctgat gttgcagagg ctatggcccg ccacgggatr acacgcttgt atgccgcact 54 0 
gcaccttccc cctgaggtgc tgctaccacc cggcacctac cacacaacct cgtatctcct 600 
gattcacgac ggcgaccgcg ctgttgtaac ttacgagggc gatactagtg cgggctataa 660 
tcatgatgtc tccatacttc gtgcgtggat ccgtactaca aaaatagttg gtgatcatcc 720 
gttggtcata gagcgtgtgc gggccattgg atgtcatttt gtgttgctgc tcaccgcagc 780 
ccctgagccg tcacccatgc cttatgttcc ttaccctcgt tcaacggagg tctatgtccg 840 
atcgat 846 



<210> 28 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 3750s 
<400> 28 

cttccatcag ttggctgagg age 2 3 



<210> 29 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 3900a 
<400> 29 

gccatgcggc agtgcacaat gtc 23 



<210> 30 
<211> 168 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone HEV 167 
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<400> 30 

cttccatcag ttggctgagg agctgggcca tcgcccggcc cctgtcgccg ccgtcttgcc 60 
cccttgccct gagcttgagc agggcctgct ctacatgcca caggagctca ctgtgtccga 12 0 



<210> 31 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 5000s 
<400> 31 

ctcgttcata acctgattgg catgc 25 



<210> 32 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
uf-orf2/3 a3 



<210> 33 
<211> 424 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone HEV 426 
<400> 33 

ctcgttcata acctgattgg catgctgcag accatcgccg atggcaaggc ccactttaca 60 
gagactatta aacctgtact tgatctcaca aattccatca tacagcgggt ggaatgaata 12 0 
acatgtcttt tgcatcgccc atgggatcac catgcgccct agggctgttc tgttgttgtt 180 
cctcatgttt ctgcctatgc tgcccgcgcc accggccggt cagccgtctg gccgtcgccg 240 
tgggcggcgc agcggcggtg ccggcggtgg tttctggagt gacagggttg attctcagcc 3 00 
cttcgccctc ccctatattc atccaaccaa ccccttcgcc gccgatgtcg tttcacaacc 360 
cggggctgga actcgccctc gacagccgcc ccgccccctc ggttccgctt ggcgtgacca 42 0 



tagtgtgttg gtttttgagc ttacggacat tgtgcactgc cgcatggc 



168 



<400> 32 

ggactggtca cgccaagcgg aac 



23 
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gtcc 



424 



<210> 34 

<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 167-sl 

<400> 34 

tctacatgcc acaggagctc actg 24 



<210> 35 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 426-a3 



<210> 36 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 167-s2 
<400> 36 

ctcactgtgt ccgatagtgt gttgg 2 5 



<210> 37 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 426-a4 



<400> 35 

gatggaattt gtgagatcaa gtacagg 



27 



<400> 37 

ccttgccatc ggcgatggtc tgc 



23 



<210> 38 

<211> 1186 

<212> DNA 

<213> Hepatitis E virus 



<220> 
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<223> Clone HEV 1186 



<400> 38 
ctcactgtgt 


ccgatagtgt 


gttggttttt 


gagcttacgg 


atatagttca 


ttgccgcatg 


60 


gccgctccaa 


gccagcgaaa 


ggctgttctc 


tcaacacttg 


tggggaggta 


tggccgtagg 


120 


acgaaactat 


atgaggcggc 


gcattcagat 


gttcgtgagt 


ccctagctag 


gttcatccct 


180 


actatcgggc 


ctgttcaggc 


taccacatgt 


gagttgtatg 


agttggttga 


g'gctatggtg 


240 


gagaaaggtc 


aggacggctc 


tgcagtctta 


gagcttgatc 


tttgtaatcg 


tgatgtctcg 


300 


cgcatcacat 


ttttccaaaa 


agwctgcaac 


aagtttacaa 


ctggtgagac 


catcgcccac 


360 


ggcaaggttg 


gccagggtat 


atcggcctgg 


agtaagacct 


tctgcgctct 


gttcggcccg 


420 


tggttccgcg 


ccattgaaaa 


agaaatattg 


gccctgctcc 


cgcctaatat 


cttttatggc 


480 


gacgcttatg 


aggagtcagt 


ttttgccgcc 


gctgtgtccg 


gggcggggtc 


atgtatggta 


540 


tttgaaaatg 


acttttcaga 


gtttgacagt 


acccagaata 


atttctctct 


tggccttgag 


600 


tgtgtggtta 


tggaggagtg 


cggcatgcct 


caatggctaa 


ttaggttgta 


ccatctggtt 


660 


cggtctgcct 


ggattctgca 


ggcgccgaag 


gagtctctta 


agggtttctg 


gaagaagcat 


720 


tctggtgagc 


ctggtaccct 


tctttggaat 


accgtctgga 


atatggcgat 


tatagcacat 


780 


tgctatgagt 


tccgtgactt 


tcgtgttgct 


gcctttaagg 


gtgatgattc 


ggtggtcctc 


840 


tgtagtgact 


accgacagag 


ccgcaatgca 


gctgccttaa 


ttqctcrcrctcr 


tgggctcaaa 


900 


ttgaaggttg 


attaccgccc 


tatcgggctg 


tatgctgggg 


tggtggtggc 


ccccggtttg 


960 


gggacactgc 


ccgatgtggt 


gcgttttgct 


ggtcggttgt 


ctgaaaagaa 


ttggggcccc 


1020 


ggcccggaac 


gtgctgagca 


gctgcgtctt 


gctgtctgcg 


acttccttcg 


agggttgacg 


1080 


aatgttgcgc 


aggtctgtgt 


tgatgttgtg 


tcccgtgtct 


atggagtcag 


ccccgggctc 


1140 


gtacataacc 


ttattggcat 


gctgcagacc 


atcgccgatg 


gcaagg 




1186 



<210> 39 
<211> 25 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer orfl-s2 



<400> 39 

tcacccatgc cttatgttcc ttacc 



25 



<210> 40 
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<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 1300a 
<400> 40 

ggcggcctgg gatgtaatca eg 22 



<210> 41 

<211> 460 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone HEV 459 



<400> 41 
tcacccatgc 


cttatgttcc 


ttaccctcgt 


teaaeggagg 


tgtatgtccg 


gtccatattt 


60 


ggccctggcg 


gctccccatc 


cttgtttccg 


tcagcctgct 


ctactaaatc 


tactttccat 


120 


gctgtcccgg 


tgcatatctg 


ggateggetc 


atgctctttg 


gtgccaccct 


ggacgatcag 


180 


gcgttttgct 


gttcaegget 


catgacttac 


ctccgtggta 


ttagttacaa 


ggtcactgtc 


240 


ggcgcgcttg 


tegctaatga 


ggggtggaac 


gectctgaag 


acgctcttac 


tgeartgate 


300 


actgeagett 


atttgactat 


ttgccatcag 


cgttatctcc 


gcacccaggc 


gatatccaag 


360 


ggcatgcgcc 


ggttgggggt 


tgagcacgcc 


cagaaattta 


tcacaagact 


ctacagttgg 


420 


ctatttgaga 


agtctggccg 


tgattacatc 


ccaggccgcc 






460 



<210> 42 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 459-s2 



<400> 42 



cagaaattta tcacaagact ctacag 



26 



<210> 43 
<211> 23 
<212> DNA 



<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 1450a 




# 
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<400> 43 

aacactcctg accgagccac ttc 



23 



<210> 44 
<211> 235 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone HEV 216 
<400> 44 

cagaaattta tcacaagact ctacagttgg ctatttgaga agtctggccg tgattatatc 6 0 
cccggccgcc agcttcagtt ctatgcacag tgccgacggt ggctatctgc aggcttccac 12 0 
ctagacccca gggtacttgt ttttgatgag tcagtaccat gccgctgtag gacgtttttg 180 
aagaaagttg cgggtaaatt ctgctgtttt atgaagtggc tcggtcagga gtgtt 235 



<210> 45 

<211> 26 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl gap-sl 



<210> 46 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl gap-a0.5 
<400> 46 

gctgcaagac cctcacgcat gatg 24 



<210> 47 

<211> 23 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl gap-s2 



<400> 45 

tatagatata acaggttcac ccagcg 



26 



<400> 47 

cggattatgg ttacaccctg agg 



23 
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<210> 48 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl gap-al 
<400> 48 

attcagttgg gtaaaacgct tctgg 25 



<210> 49 
<211> 545 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-gap 
<400> 49 

cggattatgg ttacaccctg aggggttgct gggtattttc ccccctttct cccctgggca 60 
tatctgggag tctgcgaacc ccttttgcgg ggaggggact ttgtataccc gaacttggtc 120 
aacatctggc ttttctagtg atttctcccc ccctgaagcg gccgctcctg ctatggctgc 180 
taccccgggg ctgccccatt ctaccccacc tgttagcgat atttgggtgc taccaccgcc 240 
ctcagaggag tttcaggttg atgcagcacc tgtgccccct gcccctgacc ctgctggatt 3 00 
gcccggtccc gttgtgctta cccccccccc ccctccccct gtgcataagc catcaatacc 360 
cccgccttcc cgtaaccgtc gtctcctcta tacctatcct gacggcgcta aggtgtatgc 420 
agggtcactg tttgaatcag actgtgactg gctggttaat gcctcaaacc cgggccatcg 480 
tcccggaggt ggcctctgcc atgcctttta ccaacgtttt ccagaagcgt tttacccaac 54 0 
tgaat 54 5 



<210> 50 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-2600s 
<400> 50 

gtgctcacca taactgagga cacg 24 



<210> 51 
<211> 24 
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<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-2600a 
<400> 51 

cgctgcatat gtaacagcaa cagg 24 



<210> 52 
<211> 344 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-344 



<400> 52 
gtgctcacca 


taactgagga 


cacggcccgt 


acggccaacc 


tggcattgga 


gattgatgcc 


60 


gctacagagg 


tcggccgtgc 


ttgtgccggt 


tgcaccatca 


gccctggcat 


tgtgcactat 


120 


cagtttaccg 


ccggggtccc 


gggctcgggc 


aagtcaaggt 


ccatacaaca 


gggagatgtc 


180 


gatgtggtgg 


ttgtgcccac 


ccgggagctt 


cgtaatagtt 


ggcgccgccg 


gggttttgcg 


240 


gccttcacac 


cccacacagc 


ggcccgtgtt 


actatcggcc 


gccgcgttgt 


gattgatgag 


300 


gctccatctc 


tcccgccaca 


cctgttgctg 


ttacatatgc 


agcg 




344 



m 

M 1 <210> 53 

y3i <211> 23 

y3= <212> DNA 

<213> Hepatitis E virus 

<220> 

<223> usl 3200s 
<400> 53 

gccgatgtgt gcgagctcat acg 2 3 

<210> 54 

<211> 25 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> USl 3200a 

<400> 54 

atgattgtgg tctctgtgaa ggtgg 2 5 



<210> 55 
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<211> 194 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-194 
<400> 55 

gccgatgtgt gcgagctcat acgcggagcc taccctaaaa tccagaccac gagccgtgtg 6 0 
ctacggtccc tgttttggaa tgaaccggcc attggccaga agttggttyt cacgcaggcg 120 
gcaaaggctg ctaaccctgg tgcgattacg gtccacgaag ctcagggtgc caccttcaca 180 
gagaccacaa teat 194 



<210> 56 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEV216-S1 
<400> 56 

cagtaccatg ccgctgtagg acg 2 3 



<210> 57 
<211> 26 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-733al 
<400> 57 

ccattagatg aaatctttac ctgcag 26 



<210> 58 
<211> 26 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEV216-S2 
<400> 58 

gtaggacgtt tttgaagaaa gttgcg 26 



<210> 59 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
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<220> 

<223> us2-733a2 
<400> 59 

ggtgagctca taagtgaggc tgtg 24 



<210> 60 

<211> 464 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-733wb 



<400> 60 
gtaggacgtt 


tttgaagaaa 


gttgcgggta 


aattctgctg 


ttttatgcgg 


tggctcgggc 


60 


aggagtgtac 


ctgcttcttg 


gagccggccg 


agggtttagt 


cggcgatcat 


ggccatgaca 


120 


acgaggccta 


tgagggttct 


gaggtcgacc 


cggctgaacc 


tgcacatctt 


gatgtttctg 


180 


ggacttacgc 


cgtccacggg 


caccagcttg 


aggccctcta 


tagggcactt 


aatgtcccac 


240 


aagatattgc 


cgctcgagct 


tcccgactaa 


cggcaactgt 


tgagctcgtt 


gcaagtccag 


300 


accgcttaga 


gtgccgcacc 


gtgctcggta 


ataagacctt 


ccggacgacg 


gtggtcgacg 


360 


gcgcccatct 


agaggcgaat 


ggccctgagc 


agtatgtctt 


atcatttgac 


gcctcccgtc 


420 


agtctatggg 


ggccgggtcg 


cacagcctca 


cttatgagct 


cacc 




464 



& 

<210> 61 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl 733S1 
<400> 61 

ttgagctcgt tgcaagtcca gacc , 24 

<210> 62 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2851-r2 



<400> 62 

ccagaggttg accaggttcg gg 



22 
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<210> 63 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl 733s2 
<400> 63 

ccgtgctcgg taataagacc ttcc 24 



y3i 



<210> 64 

<211> 433 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> USl-432 



<400> 64 
ccgtgctcgg 


taataagacc 


ttccggacga 


cggtggtcga 


cggcgcccat 


ctagaggcga 


60 


atggccctga 


gcagtatgtc 


ttatcatttg 


acgcctcccg 


tcagtctatg 


ggggccgggt 


120 


cgcatagcct 


cacttatgag 


ctcacccctg 


ctggtttgca 


ggttaggatt 


tcatctaatg 


180 


gtctggattg 


cactgctaca 


ttcccccccg 


gtggagcccc 


tagcgctgcg 


cccggggagg 


240 


tggcagcctt 


ttgcagtgcc 


ctttatagat 


ataacaggtt 


cacccagcgg 


cactcgctga 


300 


ctggcggatt 


atggttacac 


cctgaggggt 


tgctgggtat 


tttcccccct 


ttctcccctg 


360 


ggcatatctg 


ggagtctgcg 


aacccctttt 


gcggggaggg 


gactttgtat 


acccgaacct 


420 


ggtcaacctc 


tgg 










433 



<210> 65 
<211> 26 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2851-fl 
<400> 65 

gactgtgatt ggttagtcaa tgcctc 26 



<210> 66 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 



<220> 
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<223> USl 430-al 
<400> 66 

cgtgtcctca gttatggtga gcac 24 



<210> 67 
<211> 26 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl 430-a2 
<400> 67 

tattagcctc aaaccaattt gcagcg 26 



<210> 68 
<211> 382 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-382 



<400> 68 
gactgtgatt 


ggttagtcaa 


tgcctcaaac 


ccgggccatc 


gtcccggagg 


tggcctctgc 


60 


catgcctttt 


accaacgttt 


tccagaagcg 


ttttacccaa 


ctgaattcat 


catgcgtgag 


120 


ggtcttgcag 


catacacctt 


gaccccgcgc 


cctatcattc 


atgcagtcgc 


tcccgattat 


180 


agggttgagc 


agaacccgaa 


gaggcttgag 


gcagcgtacc 


gtgaaacttg 


ttcccgtcgt 


240 


ggcaccgctg 


cctacccgct 


tttgggttcg 


ggtatatacc 


aggtccctgt 


tagcctcagt 


300 


tttgatgcct 


gggaacgtaa 


tcaccgcccc 


ggcgatgagc 


tttacttgac 


cgagcccgct 


360 


gcaaattggt 


ttgaggctaa 


ta 








382 



<210> 69 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-579-sl 
<400> 69 

cagaccacga gccgtgtgct ac 22 



<210> 70 
<211> 25 
<212> DNA 
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<213> Hepatitis E virus 
<220> 

<223> JE hev!67-al 
<400> 70 

ccaacacact atcggacaca gtgag 2 5 



<210> 71 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-579-S2 
<400> 71 

gctgctaagg ctgccaaccc tg 22 



<210> 72 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE hevl67-a2 
<400> 72 

cagtgagctc ctgtggcatg taga 24 



<210> 73 
<211> 451 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-579wb 



<400> 73 
gctgctaagg 


ctgccaaccc 


tggtgcgatt 


acggtccacg 


aagctcaggg 


tgccaccttc 


60 


acagagacca 


caatcatagc 


cacggccgac 


gccaggggcc 


ttatccagtc 


atcccgggct 


120 


catgctatag 


ttgcacttac 


tcgccacact 


gagaagtgtg 


ttatcctgga 


tgcccccggc 


180 


ctgcttcgtg 


aggtcggcat 


ttcggatgtg 


attgtcaaca 


actttttcct 


tgctggtggc 


240 


gaggtcggcc 


rccaccgccc 


ttctgtgata 


cctcgcggta 


accctgatca 


aaacctcggg 


300 


actttacagg 


ccttcccgcc 


gtcctgtcaa 


attagtgctt 


accatcagtt 


ggctgaggaa 


360 


ctgggccatc 


gcccggcccc 


tgtcgccgcc 


gtcttgcccc 


cttgccctga 


gcttgagcag 


420 


ggcctgctct 


acatgccaca 


ggagctcact 


g 






451 



<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-430sl 
<400> 74 

ggtatatacc aggtccctgt tagc 

<210> 75 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2 -482 -al 
<400> 75 

ccgctgtgtg aggtgtgaag gc 

<210> 76 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-430s2 
<400> 76 

gttagcctca gttttgatgc ctgg 

<210> 77 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-482-a2 
<400> 77 

gacgccagct gttacggagc tec 

<210> 78 
<211> 334 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-430wb 
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<400> 78 

gttagcctca gttttgatgc ctgggaacgt aatcaccgcc ccggcgatga gctttacttg 60 
accgagcccg ctgcaaattg gtttgaggct aataagccgg cgcagccggt gctcaccata 120 
actgaggaca cggcccgtac ggccaacctg gcattggaga ttgatgccgc tacagaggtc 180 
ggccgtgctt gtgccggttg caccatcagc cctggcattg tgcactatca gtttaccgcc 24 0 
ggggtcccgg gctcgggcaa gtcaaggtcc atacaacagg gagatgtcga tgtggtggtt 3 00 
gtgcccaccc gggagctccg taacagctgg cgtc 3 34 



y3; 



<210> 79 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2 -482 -si 
<400> 79 

gatgtcgatg tggtggttgt gcc 2 3 



1=3-. 

fij; <210> 80 

fjj: <211> 23 



<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE us2-579-al 
<400> 80 

gtaatcgcac cagggttggc age 2 3 



<210> 81 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2 -482 -s2 
<400> 81 

ggagctccgt aacagctggc gtc 2 3 



<210> 82 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 




H 

La- 

ru: 
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<223> JE us2-579-a2 
<400> 82 

cagggttggc agccttagca gc 22 



<210> 83 
<211> 413 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> usl-482wb 



<400> 83 
ggagctccgt 


aacagctggc 


gtcgccgggg 


ttttgcggcc 


ttcacacccc 


acacagcggc 


60 


ccgtgttact 


atcggccgcc 


gcgttgtgat 


tgatgaggct 


ccatctctcc 


cgccacacct 


120 


gttgctgtta 


catatgcagc 


gggcctcctc 


ggtccatctc 


ctcggtgacc 


caaatcagat 


180 


ccctgctatt 


gattttgagc 


acgccggcct 


ggtccctgcg 


atccgtcccg 


agcttgcgcc 


240 


aacgagctgg 


tggcrcgtta 


cacaccgttg 


cccggccgat 


gtgtgcgagc 


tcatacgcgg 


300 


agcctaccct 


aaaatccaga 


ccacgagccg 


tgtgctacgg 


tccctgtttt 


ggaatgaacc 


360 


ggccattggc 


cagaagttgg 


ttytcacgca 


ggctgctaag 


gctgccaacc 


ctg 


413 



<210> 84 
<211> 37 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: oligo dT 
adapter primer 

<400> 84 

ggccacgcgt cgactagtac tttttttttt ttttttt 37 



<210> 85 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: AUAP primer 
<400> 85 

ggccacgcgt cgactagtac 20 



<210> 
<211> 



86 
22 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
df -orf 3-sl 

<400> 86 

gcgttggtga ggtgggtcgt gg 2 2 

<210> 87 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
df-orf3-s2 

<400> 87 

cgcttcttgg tggtttaccg acag 24 

<210> 88 
<211> 960 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone HEV 3p RACE 
<400> 88 

cgcttcttgg tggtttaccg acagaattga tttcgtcggc tgggggtcaa ctgttttact 60 
cccgccctgt tgtctcggcc aatggcgagc caacagtaaa gttatacaca tctgttgaga 12 0 
atgcgcagca agacaagggc atcaccattc cacacgacat agatttaggt gactcccgtg 180 
tggttatcca ggattatgat aaccagcacg aacaagatcg acctaccccg tcacctgccc 24 0 
cctcccgccc tttctcagtt cttcgtgcca atgatgtttt gtggctctct ctcactgccg 300 
ctgagtacgr ccagaccacg tatgggtcgt ccaccaaccc tatgtatgtc tctgatacag 360 
tcacgcttgt taatgtagcc actggtgctc aggctgttgc ccgctctctt gactggtcta 420 
aagttactct ggatggtcgc cctcttacta ccattcagca gtattctaag aaattttatg 480 
ttctcccgct tcgsgggaag ctgtcctttt gggaggctgg tacgaccaag gccggctacc 540 
cgtataatta taataccact gctagtgacc aaattttgat tgagaacgcg gccggtcacc 6 00 
gtgtcgccat ttctacttat accactagtt tgggtgccgg ccctacctcg atytctgcgg 66 0 
tcggtgtact agctccacat tcggcccttg ctgttctcga ggatactgtt gattatcctg 72 0 
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ctcgtgccca tacttttgat gatttctgcc 
gtgcattcca atctactatt gctgaacttc 
gggagtctta attaattcct tttgtgcccc 
tttctgcttt ccgcgctncc ctggaaaaaa 



<210> 89 
<211> 7202 
<212> DNA 

<213> Hepatitis E virus 
<220> 

Q <223> uslfull 



<400> 89 
cctggcatta 


ctactgccat 


tgagcaggct 


aatgctgtgg 


tggttcggcc 


gtttttatct 


atgcaacccc 


ggcagttggt 


tttccgccct 


gttatacata 


atgaattaga 


acagtactgc 


ggagctcacc 


caagatccat 


taatgacaac 


ccggttggcc 


gagatgttca 


gcgctggtac 


tgccgccgct 


ccgcgttgcg 


tggtctcccc 


ttctcccgtt 


gtgcttttgc 


tgcagagacc 


tggccagctg 


atgttgcaga 


ggctatggcc 


ctgcaccttc 


cccctgaggt 


gctgctacca 


ctgattcacg 


acggcgaccg 


cgctgttgta 


aatcatgatg 


tctccatact 


tcgtgcgtgg 


ccgttggtca 


tagagcgtgt 


gcgggccatt 


gcccctgagc 


cgtcacccat 


gccttatgtt 


cggtccatat 


ttggccctgg 


cggctcccca 


tctactttcc 


atgctgtccc 


ggtgcatatc 


ctggacgatc 


aggcgttttg 


ctgttcacgg 


aaggtcactg 


tcggcgcgct 


tgtcgctaat 


actgcartga 


tcactgcagc 


ttatttgact 


gcgatatcca 


agggcatgcg 


ccggttgggg 



cggagtgtcg cacccttggt ctgcagggtt 7 80 
agcgtcttaa aatgaaggta ggtaaaaccc 84 0 
cttcgcagtt ctctttggct ttatttctca 900 
aaaaaaaaaa gtactagtcg acgcgtggcc 96 0 



gctctggctg cggccaattc tgccttggcg 60 
cgcgtgcaaa ccgagattct tattaatttg 12 0 
gaggtacttt ggaatcaccc tatccagcgg 180 
cgggctcggg ctggtcgttg cttggaggtt 24 0 
cccaacgttc tgcatcggtg tttccttaga 300 
tctgccccca cccgcggccc tgcggctaat 360 
cccgctgacc gcacttactg ctttgatgga 42 0 
ggtgtggctc tttactctct gcatgacctt 480 
cgccacggga tracacgctt gtatgccgca 54 0 
cccggcacct accacacaac ctcgtatctc 600 
acttacgagg gcgatactag tgcgggctat 66 0 
atccgtacta caaaaatagt tggtgatcat 720 
ggatgtcatt ttgtgttgct gctcaccgca 780 
ccttaccctc gttcaacgga ggtgtatgtc 840 
tccttgtttc cgtcagcctg ctctactaaa 900 
tgggatcggc tcatgctctt tggtgccacc 960 
ctcatgactt acctccgtgg tattagttac 1020 
gaggggtgga acgcctctga agacgctctt 108 0 
atttgccatc agcgttatct ccgcacccag 1140 
gttgagcacg cccagaaatt tatcacaaga 1200 
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r—* +— /-* 4— t- 1 ^ rrt - t~ 
L» L- LdLdy L. L. 


yyCLdtCCya 


gaag cctgyc 


4— 4— n 4"~ ^ 4— f~r '~ 1 

CtCtatgCaC 


agtgccgacg 


gtggctat ct 




agucagtacc 


augccgcugc 






gctcgggcag 


v-*T 4— 4— +* *t 4— ^^st 

yytCtacfLCy 


gcgaucatgg 


ccat.gaca.ac 


gctgaacctg 


cacat ct tga 


t g 1 1 1 c t ggg 


gccctctata 


gggcac ttaa 


tgtcccacaa 


g c a. a c t g 1 1 g 


agctcgt tgc 


aagtccagac 


aagaccttcc 


ggacgacggt 


ggtcgacggc 


^ — i 4— j^-4- a 4- 4- — t 4- 

tatgtcttat 


catttgacgc 


ctcccgtcag 


tatgagctca 


cccctgctgg 


tttgcaggtt 


gctacattcc 


cccccggtgg 


agcccctagc 


4- «• n n n 4- 4— 4- 

agtgcccttt 


atagatataa 


caggttcacc 


ttacaccctg 


aggggttgct 


gggtattttc 


tctgcgaacc 


ccttttgcgg 


ggaggggact 


ttttctagtg 


atttctcccc 


ccctgaagcg 


ctgccccat t 


ctaccccacc 


4— 4- 4- — • j^r — « 4— 

tgtitagcgat 


cttcaggtxg 


atgcagcacc 


tgtgccccct 


gttgtgctta 


cccccccccc 


ccct ccccc t 


cgtaaccgt c 


gtctcctcta 


tacctatcct 


t t tgaat cag 


actgtgactg 


gc tggt taat 


yycccccycc 


atgcct t tta 


ccaacgt ttt 


atycycyayy 


ytcucyCayc 


acacaccccg 


cccgattata 


gggttgagca 


gaacccgaag 


tcccgtcgtg 


gcaccgctgc 


ctacccgctt 


agcctcagtt 


ttgatgcctg 


ggaacgtaat 


gagcccgctg 


caaattggtt 


tgaggctaat 


gaggacacgg 


cccgtacggc 


caacctggca 



cgtgattata tccccggccg ccagcttcag 1260 
gcaggcttcc acctagaccc cagggtactt 1320 
aggacgtttt tgaagaaagt tgcgggtaaa 1380 
gagtgtacct gcttcttgga gccggccgag 144 0 
gaggcctatg agggttctga ggtcgacccg 1500 
acttacgccg tccacgggca ccagcttgag 156 0 
gatattgccg ctcgagcttc ccgactaacg 162 0 
cgcttagagt gccgcaccgt gctcggtaat 1680 
gcccatctag aggcgaatgg ccctgagcag 174 0 
tctatggggg ccgggtcgca tagcctcact 1800 
aggatttcat ctaatggtct ggattgcact 1860 
gctgcgcccg gggaggtggc agccttttgc 192 0 
cagcggcact cgctgactgg cggattatgg 198 0 
ccccctttct cccctgggca tatctgggag 2 04 0 
ttgtataccc gaacttggtc aacatctggc 2100 
gccgctcctg ctatggctgc taccccgggg 216 0 
atttgggtgc taccaccgcc ctcagaggag 222 0 
gcccctgacc ctgctggatt gcccggtccc 2280 
gtgcataagc catcaatacc cccgccttcc 2340 
gacggcgcta aggtgtatgc agggtcactg 2400 
gcctcaaacc cgggccatcg tcccggaggt 2460 
ccagaagcgt tttacccaac tgaattcatc 2520 
accccgcgcc ctatcattca tgcagtcgct 2580 
aggcttgagg cagcgtaccg tgaaacttgt 264 0 
ttgggttcgg gtatatacca ggtccctgtt 2700 
caccgccccg gcgatgagct ttacttgacc 2 76 0 
aagccggcgc agccggtgct caccataact 282 0 
ttggagattg atgccgctac agaggtcggc 2880 
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cgtgcttgtg ccggttgcac catcagccct 
gtcccgggct cgggcaagtc aaggtccata 
cccacccggg agcttcgtaa tagttggcgc 
acagcggccc gtgttactat cggccgccgc 
ccacacctgt tgctgttaca tatgcagcgg 
aatcagatcc ctgctattga ttttgagcac 
cttgcgccaa cgagctggtg gcrcgttaca 
atacgcggag cctaccctaa aatccagacc 
aatgaaccgg ccattggcca gaagttggtt 
ggtgcgatta cggtccacga agctcagggt 
acggccgacg ccaggggcct tatccagtca 
cgccacactg agaagtgtgt tatcctggat 
tcggatgtga ttgtcaacaa ctttttcctt 
tctgtgatac ctcgcggtaa ccctgatcaa 
tcctgtcaaa ttagtgctta ccatcagttg 
gtcgccgccg tcttgccccc ttgccctgag 
gagctcactg tgtccgatag tgtgttggtt 
atggccgctc caagccagcg aaaggctgtt 
aggacgaaac tatatgaggc ggcgcattca 
cctactatcg ggcctgttca ggctaccaca 
gtggagaaag gtcaggacgg ctctgcagtc 
tcgcgcatca catttttcca aaaagwctgc 
cacggcaagg ttggccaggg tatatcggcc 
ccgtggttcc gcgccattga aaaagaaata 
ggcgacgctt atgaggagtc agtttttgcc 
gtatttgaaa atgacttttc agagtttgac 
gagtgtgtgg ttatggagga gtgcggcatg 
gttcggtctg cctggattct gcaggcgccg 
cattctggtg agcctggtac ccttctttgg 



ggcattgtgc actatcagtt taccgccggg 2 940 
caacagggag atgtcgatgt ggtggttgtg 3000 
cgccggggtt ttgcggcctt cacaccccac 3060 
gttgtgattg atgaggctcc atctctcccg 312 0 
gcctcctcgg tccatctcct cggtgaccca 3180 
gccggcctgg tccctgcgat ccgtcccgag 3240 
caccgttgcc cggccgatgt gtgcgagctc 33 00 
acgagccgtg tgctacggtc cctgttttgg 3360 
ytcacgcagg cggcaaaggc tgctaaccct 342 0 
gccaccttca cagagaccac aatcatagcc 3480 
tcccgggctc atgctatagt tgcacttact 3540 
gcccccggcc tgcttcgtga ggtcggcatt 3600 
<?ctggtggcg aggtcggccr ccaccgccct 3660 
aacctcggga ctttacaggc cttcccgccg 372 0 
gctgaggaac tgggccatcg cccggcccct 3 78 0 
cttgagcagg gcctgctcta catgccacag 3840 
tttgagctta cggatatagt tcattgccgc 3 90 0 
ctctcaacac ttgtggggag gtatggccgt 3 96 0 
gatgttcgtg agtccctagc taggttcatc 402 0 
tgtgagttgt atgagttggt tgaggctatg 4080 
ttagagcttg atctttgtaa tcgtgatgtc 414 0 
aacaagttta caactggtga gaccatcgcc 42 00 
tggagtaaga ccttctgcgc tctgttcggc 4260 
ttggccctgc tcccgcctaa tatcttttat 4320 
gccgctgtgt ccggggcggg gtcatgtatg 43 80 
agtacccaga ataatttctc tcttggcctt 4440 
cctcaatggc taattaggtt gtaccatctg 4500 
aaggagtctc ttaagggttt ctggaagaag 4 560 
aataccgtct ggaatatggc gattatagca 462 0 
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cattgctatg agttccgtga ctttcgtgtt 
ctctgtagtg actaccgaca gagccgcaat 
aaattgaagg ttgattaccg ccctatcggg 
ttggggacac tgcccgatgt ggtgcgtttt 
cccggcccgg aacgtgctga gcagctgcgt 
acgaatgttg cgcaggtctg tgttgatgtt 
ctcgtacata accttattgg catgctgcag 
gagactatta aacctgtact tgatctcaca 

"~ ; acatgtcttt tgcatcgccc atgggatcac 

cctcatgttt ctgcctatgc tgcccgcgcc 

H= tgggcggcgc agcggcggtg ccggcggtgg 

•.=3- 

^J? cttcgccctc ccctatattc atccaaccaa 

cggggctgga actcgccctc gacagccgcc 
Ly* gtccaagcgc ccctccgttg ccccccgtcg 

^ aactgccata tcaccagccc ctgatacagc 

y3; tattttgcgc cggcagtaca atttgtctac 

tactaatctg gttctctatg ctgccccgct 
caacactcat attatggcta ctgaggcatc 
tacgattcgt tatcgcccgt tggtgccaaa 
tttctggcct caaactacaa ctacccctac 
tgatgtcagg atcttggtcc agcccggtat 
ccttcactac cgcaaccaag gctggcgctc 
ggctacctcc ggtctggtaa tgctttgtat 
tacaccttac accggtgcat tggggcttct 
tttgacaccc gggaacacta acacccgtgt 
gctgcgccgc ggtgctgatg ggaccgctga 
gaaggatttg cattttactg gtacgaacgg 
gactctgttt aatcttgctg atacgcttct 



gctgccttta agggtgatga ttcggtggtc 4680 
gcagctgcct taattgctgg ctgtgggctc 4 74 0 
ctgtatgctg gggtggtggt ggcccccggt 4800 
gctggtcggt tgtctgaaaa gaattggggc 4 860 
cttgctgtct gcgacttcct tcgagggttg 4 920 
gtgtcccgtg tctatggagt cagccccggg 4980 
accatcgccg atggcaaggc ccactttaca 5040 
aattccatca tacagcgggt ggaatgaata 5100 
catgcgccct agggctgttc tgttgttgtt 5160 
accggccggt cagccgtctg gccgtcgccg 5220 
tttctggagt gacagggttg attctcagcc 5280 
ccccttcgcc gccgatgtcg tttcacaacc 5340 
ccgccccctc ggttccgctt ggcgtgacca 54 00 
tcgatctacc ccagctgggg ctgcgccgct 5460 
tcctgtacct gatgttgact cacgtggtgc 552 0 
gtccccgctt acatcatctg ttgcttctgg 5580 
gaaccctctc ttgcctcttc aggatggcac 5640 
taattacgcc cagtatcggg ttgttcgggc 5700 
tgctgttggt ggttatgcta tctctatttc 5760 
ttctgttgac atgaattcta tcacttctac 5820 
agcctccgag ttagtcatcc ctagtgaacg 5880 
tgttgagacc acgggtgtgg ccgaagagga 5 94 0 
tcatggctcc cctgttaact cctacactaa 6000 
tgattttgca ttagaacttg aatttagaaa 6060 
ttcccggtat actagcacag cccgccaccg 6120 
gctcaccacc acagcagcca cacgcttcat 6180 
cgttggtgag gtgggtcgtg gtattgccct 624 0 
tggtggttta ccgacagaat tgatttcgtc 6300 
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ggctgggggt caactgtttt actcccgccc tgttgtctcg gccaatggcg agccaacagt 6 36 0 
aaagttatac acatctgttg agaatgcgca gcaagacaag ggcatcacca ttccacacga 6420 
catagattta ggtgactccc gtgtggttat ccaggattat gataaccagc acgaacaaga 64 8 0 
tcgacctacc ccgtcacctg ccccctcccg ccctttctca gttcttcgtg ccaatgatgt 6540 
tttgtggctc tctctcactg ccgctgagta cgrccagacc acgtatgggt cgtccaccaa 6600 
ccctatgtat gtctctgata cagtcacgct tgttaatgta gccactggtg ctcaggctgt 6660 
tgcccgctct cttgactggt ctaaagttac tctggatggt cgccctctta ctaccattca 6720 
gcagtattct aagaaatttt atgttctccc gcttcgsggg aagctgtcct tttgggaggc 6780 
tggtacgacc aaggccggct acccgtataa ttataatacc actgctagtg accaaatttt 6840 
gattgagaac gcggccggtc accgtgtcgc catttctact tataccacta gtttgggtgc 6 900 
cggccctacc tcgatytctg cggtcggtgt actagctcca cattcggccc ttgctgttct 6 960 
cgaggatact gttgattatc ctgctcgtgc ccatactttt gatgatttct gcccggagtg 7020 
tcgcaccctt ggtctgcagg gttgtgcatt ccaatctact attgctgaac ttcagcgtct 7080 
taaaatgaag gtaggtaaaa cccgggagtc ttaattaatt ccttttgtgc ccccttcgca 7140 
gttctctttg gctttatttc tcatttctgc tttccgcgct ccctggaaaa aaaaaaaaaa 7200 
aa 7202 



<210> 90 
<211> 7202 
<212> DNA 

<213> Hepatitis E virus 

<220> 

<221> CDS 

<222> (1) . . (5097) 

<223> orfl 

<220> 

<221> CDS 

<222> (5132) . . (7114) 

<223> orf2 

<220> 

<221> misc_feature 
<222> () . . ) 
<223> CDS- orf3 

<220> 

<223> uslfull 
<400> 90 
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y3f 



cct ggc att act act gcc att gag cag get get ctg get gcg gee aat 48 
Pro Gly lie Thr Thr Ala lie Glu Gin Ala Ala Leu Ala Ala Ala Asn 
15 10 15 

tct gcc ttg gcg aat get gtg gtg gtt egg ccg ttt tta tct cgc gtg 96 
-Ser Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val 
20 25 30 

caa ace gag att ctt att aat ttg atg caa ccc egg cag ttg gtt ttc 144 
Gin Thr Glu lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe 
35 40 45 

cgc cct gag gta ctt tgg aat cac cct ate cag egg gtt ata cat aat 192 
Arg Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn 
50 55 60 

gaa tta gaa cag tac tgc egg get egg get ggt cgt tgc ttg gag gtt 24 0 
Glu Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val 
65 70 75 80 

gga get cac cca aga tec att aat gac aac ccc aac gtt ctg cat egg 288 
Gly Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg 
85 90 95 

tgt ttc ctt aga ccg gtt ggc cga gat gtt cag cgc tgg tac tct gcc 336 
Cys Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala 
100 105 110 

ccc ace cgc ggc cct gcg get aat tgc cgc cgc tec gcg ttg cgt ggt 384 
Pro Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly 
115 120 125 

etc ccc ccc get gac cgc act tac tgc ttt gat gga ttc tec cgt tgt 432 
Leu Pro Pro Ala Asp Arg Thr Tyr Cys Phe Asp Gly Phe Ser Arg Cys 
130 135 140 

get ttt get gca gag ace ggt gtg get ctt tac tct ctg cat gac ctt 480 
Ala Phe Ala Ala Glu Thr Gly Val Ala Leu Tyr Ser Leu His Asp Leu 
145 150 155 160 

tgg cca get gat gtt gca gag get atg gcc cgc cac ggg atr aca cgc 52 8 
Trp Pro Ala Asp Val Ala Glu Ala Met Ala Arg His Gly Xaa Thr Arg 
165 170 175 

ttg tat gcc gca ctg cac ctt ccc cct gag gtg ctg eta cca ccc ggc 576 
Leu Tyr Ala Ala Leu His Leu Pro Pro Glu Val Leu Leu Pro Pro Gly 
180 185 190 

ace tac cac aca acc teg tat etc ctg att cac gac ggc gac cgc get 624 
Thr Tyr His Thr Thr Ser Tyr Leu Leu lie His Asp Gly Asp Arg Ala 
195 200 205 

gtt gta act tac gag ggc gat act agt gcg ggc tat aat cat gat gtc 6 72 
Val Val Thr Tyr Glu Gly Asp Thr Ser Ala Gly Tyr Asn His Asp Val 
210 215 220 

tec ata ctt cgt gcg tgg ate cgt act aca aaa ata gtt ggt gat cat 720 
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Ser lie Leu Arg Ala Trp lie Arg Thr Thr Lys lie Val Gly Asp His 
225 230 235 240 

ccg ttg gtc ata gag cgt gtg egg gec att gga tgt cat ttt gtg ttg 768 
Pro Leu Val lie Glu Arg Val Arg Ala lie Gly Cys His Phe Val Leu 
245 250 255 

ctg etc acc gca gec cct gag ccg tea ccc atg cct tat gtt cct tac 816 
Leu Leu Thr Ala Ala Pro Glu Pro Ser Pro Met Pro Tyr Val Pro Tyr 
260 265 270 

cct cgt tea acg gag gtg tat gtc egg tec ata ttt ggc cct ggc ggc 864 
Pro Arg Ser Thr Glu Val Tyr Val Arg Ser lie Phe Gly Pro Gly Gly 
275 280 285 

3 tec cca tec ttg ttt ccg tea gec tgc tct act aaa tct act ttc cat 912 

J Ser Pro Ser Leu Phe Pro Ser Ala Cys Ser Thr Lys Ser Thr Phe His 

J: 290 295 300 

n 

Q: get gtc ccg gtg cat ate tgg gat egg etc atg etc ttt ggt gee acc 96 0 

-y Ala Val Pro Val His lie Trp Asp Arg Leu Met Leu Phe Gly Ala Thr 

t\ 305 310 315 320 

^ ctg gac gat cag gcg ttt tgc tgt tea egg etc atg act tac etc cgt 1008 

Leu Asp Asp Gin Ala Phe Cys Cys Ser Arg Leu Met Thr Tyr Leu Arg 

325 330 335 

Hi 

Ui ggt att agt tac aag gtc act gtc ggc gcg ctt gtc get aat gag ggg 1056 

l : Gly lie Ser Tyr Lys Val Thr Val Gly Ala Leu Val Ala Asn Glu Gly 

- 340 345 350 



tgg aac gee tct gaa gac get ctt act gca rtg ate act gca get tat 1104 
Trp Asn Ala Ser Glu Asp Ala Leu Thr Ala Xaa lie Thr Ala Ala Tyr 
355 360 365 

ttg act att tgc cat cag cgt tat etc cgc acc cag gcg ata tec aag 1152 
Leu Thr lie Cys His Gin Arg Tyr Leu Arg Thr Gin Ala lie Ser Lys 
370 375 380 

ggc atg cgc egg ttg ggg gtt gag cac gec cag aaa ttt ate aca aga 12 00 
Gly Met Arg Arg Leu Gly Val Glu His Ala Gin Lys Phe lie Thr Arg 
385 390 395 400 

etc tac agt tgg eta ttt gag aag tct ggc cgt gat tat ate ccc ggc 1248 
Leu Tyr Ser Trp Leu Phe Glu Lys Ser Gly Arg Asp Tyr lie Pro Gly 
405 410 415 

cgc cag ctt cag ttc tat gca cag tgc cga egg tgg eta tct gca ggc 1296 
Arg Gin Leu Gin Phe Tyr Ala Gin Cys Arg Arg Trp Leu Ser Ala Gly 
420 425 430 

ttc cac eta gac ccc agg gta ctt gtt ttt gat gag tea gta cca tgc 1344 
Phe His Leu Asp Pro Arg Val Leu Val Phe Asp Glu Ser Val Pro Cys 
435 440 445 

cgc tgt agg acg ttt ttg aag aaa gtt gcg ggt aaa ttc tgc tgt ttt 1392 
Arg Cys Arg Thr Phe Leu Lys Lys Val Ala Gly Lys Phe Cys Cys Phe 



♦ m 
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450 455 460 

a tg egg tgg etc ggg cag gag tgt acc tgc ttc ttg gag ccg gec gag 144 0 
Met Arg Trp Leu Gly Gin Glu Cys Thr Cys Phe Leu Glu Pro Ala Glu 
465 470 475 480 

ggt tta gtc ggc gat cat ggc cat gac aac gag gec tat gag ggt tct 1488 
Gly Leu Val Gly Asp His Gly His Asp Asn Glu Ala Tyr Glu Gly Ser 
485 490 495 

9 a 9" 9 tc 9 ac cc 9 get gaa cct gca cat ctt gat gtt tct ggg act tac 1536 
Glu Val Asp Pro Ala Glu Pro Ala His Leu Asp Val Ser Gly Thr Tyr 
500 505 510 

gec gtc cac ggg cac cag ctt gag gec etc tat agg gca ctt aat gtc 1584 
Ala Val His Gly His Gin Leu Glu Ala Leu Tyr Arg Ala Leu Asn Val 
515 520 525 

cca caa gat att gec get cga get tec cga eta acg gca act gtt gag 1632 
Pro Gin Asp lie Ala Ala Arg Ala Ser Arg Leu Thr Ala Thr Val Glu 
530 535 540 

etc gtt gca agt cca gac cgc tta gag tgc cgc acc gtg etc ggt aat 1680 
Leu Val Ala Ser Pro Asp Arg Leu Glu Cys Arg Thr Val Leu Gly Asn 
545 550 555 560 



^ aag acc ttc egg acg acg gtg gtc gac ggc gec cat eta gag gcg aat 1728 

Fii Lys Thr Phe Arg Thr Thr Val Val Asp Gly Ala His Leu Glu Ala Asn 

565 570 575 

^ ggc cct gag cag tat gtc tta tea ttt gac gec tec cgt cag tct atg 1776 

Gly Pro Glu Gin Tyr Val Leu Ser Phe Asp Ala Ser Arg Gin Ser Met 
™ 580 585 590 

ggg gee ggg teg cat age etc act tat gag etc acc cct get ggt ttg 1824 
Gly Ala Gly Ser His Ser Leu Thr Tyr Glu Leu Thr Pro Ala Gly Leu 
595 600 605 

cag gtt agg att tea tct aat ggt ctg gat tgc act get aca ttc ccc 1872 
Gin Val Arg lie Ser Ser Asn Gly Leu Asp Cys Thr Ala Thr Phe Pro 
610 615 620 

ccc ggt gga gee cct age get gcg ccc ggg gag gtg gca gec ttt tgc 1920 
Pro Gly Gly Ala Pro Ser Ala Ala" Pro Gly Glu Val Ala Ala Phe Cys 
625 630 635 640 

agt gee ctt tat aga tat aac agg ttc acc cag egg cac teg ctg act 1968 
Ser Ala Leu Tyr Arg Tyr Asn Arg Phe Thr Gin Arg His Ser Leu Thr 
645 650 655 

<?9 C 9"9" a tta tgg tta cac cct gag ggg ttg ctg ggt att ttc ccc cct 2016 
Gly Gly Leu Trp Leu His Pro Glu Gly Leu Leu Gly lie Phe Pro Pro 
660 665 670 

ttc tec cct ggg cat ate tgg gag tct gcg aac ccc ttt tgc ggg gag 2064 
Phe Ser Pro Gly His lie Trp Glu Ser Ala Asn Pro Phe Cys Gly Glu 
675 680 685 
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ggg act ttg tat acc cga act tgg tea aca tct ggc ttt tct agt gat 2112 
Gly Thr Leu Tyr Thr Arg Thr Trp Ser Thr Ser Gly Phe Ser Ser Asp 
690 695 700 

ttc tec ccc cct gaa gcg gec get cct get atg get get acc ccg ggg 2160 
Phe Ser Pro Pro Glu Ala Ala Ala Pro Ala Met Ala Ala Thr Pro Gly 
705 710 715 720 

ctg ccc cat tct acc cca cct gtt age gat att tgg gtg eta cca ccg 2208 
Leu Pro His Ser Thr Pro Pro Val Ser Asp lie Trp Val Leu Pro Pro 
725 730 735 

ccc tea gag gag ttt cag gtt gat gca gca cct gtg ccc cct gee cct 2256 
Pro Ser Glu Glu Phe Gin Val Asp Ala Ala Pro Val Pro Pro Ala Pro 
£3; 740 745 750 

Hi 

jj gac cct get gga ttg ccc ggt ccc gtt gtg ctt acc ccc ccc ccc cct 2304 

ff] ; . Asp Pro Ala Gly Leu Pro Gly Pro Val Val Leu Thr Pro Pro Pro Pro 
fjj 755 760 765 

' ;aJi ccc cct gtg cat aag cca tea ata ccc ccg cct tec cgt aac cgt cgt 2352 

7*; Pro Pro Val His Lys Pro Ser lie Pro Pro Pro Ser Arg Asn Arg Arg 
"4 770 775 780 

M; etc etc tat acc tat cct gac ggc get aag gtg tat gca ggg tea ctg 24 00 

fUjj Leu Leu Tyr Thr Tyr Pro Asp Gly Ala Lys Val Tyr Ala Gly Ser Leu 

fjj; 785 790 795 800 

ttt gaa tea gac tgt gac tgg ctg gtt aat gee tea aac ccg ggc cat 2448 
"IT Phe Glu Ser Asp Cys Asp Trp Leu Val Asn Ala Ser Asn Pro Gly His 

^ 805 810 815 

cgt ccc gga ggt ggc etc tgc cat gec ttt tac caa cgt ttt cca gaa 24 96 
Arg Pro Gly Gly Gly Leu Cys His Ala Phe Tyr Gin Arg Phe Pro Glu 
820 825 830 

gcg ttt tac cca act gaa ttc ate atg cgt gag ggt ctt gca gca tac 2544 
Ala Phe Tyr Pro Thr Glu Phe lie Met Arg Glu Gly Leu Ala Ala Tyr 
835 840 845 

acc ttg acc ccg cgc cct ate att cat gca gtc get ccc gat tat agg 2592 
Thr Leu Thr Pro Arg Pro lie lie His Ala Val Ala Pro Asp Tyr Arg 
850 855 860 

gtt gag cag aac ccg aag agg ctt gag gca gcg tac cgt gaa act tgt 2640 
Val Glu Gin Asn Pro Lys Arg Leu Glu Ala Ala Tyr Arg Glu Thr Cys 
865 870 875 880 

tec cgt cgt ggc acc get gec tac ccg ctt ttg ggt teg ggt ata tac 2688 
Ser Arg Arg Gly Thr Ala Ala Tyr Pro Leu Leu Gly Ser Gly lie Tyr 
885 890 895 

cag gtc cct gtt age etc agt ttt gat gec tgg gaa cgt aat cac cgc 2736 
Gin Val Pro Val Ser Leu Ser Phe Asp Ala Trp Glu Arg Asn His Arg 
900 905 910 
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ccc ggc gat gag ctt tac ttg acc gag ccc get gca aat tgg ttt gag 
Pro Gly Asp Glu Leu Tyr Leu Thr Glu Pro Ala Ala Asn Trp Phe Glu 
915 920 925 

get aat aag ccg gcg cag ccg gtg etc acc ata act gag gac acg gec 
Ala Asn Lys Pro Ala Gin Pro Val Leu Thr lie Thr Glu Asp Thr Ala 
930 935 940 

cgt acg gec aac ctg gca ttg gag att gat gec get aca gag gtc ggc 
Arg Thr Ala Asn Leu Ala Leu Glu lie Asp Ala Ala Thr Glu Val Gly 
945 950 955 960 

cgt get tgt gec ggt tgc acc ate age cct ggc att gtg cac tat cag 
Arg Ala Cys Ala Gly Cys Thr lie Ser Pro Gly lie Val His Tyr Gin 
965 970 975 

ttt acc gee ggg gtc ccg ggc teg ggc aag tea agg tec ata caa cag 
Phe Thr Ala Gly Val Pro Gly Ser Gly Lys Ser Arg Ser lie Gin Gin 
980 985 990 

gga gat gtc gat gtg gtg gtt gtg ccc acc egg gag ctt cgt aat agt 
Gly Asp Val Asp Val Val Val Val Pro Thr Arg Glu Leu Arg Asn Ser 
995 1000 1005 

tgg cgc cgc egg ggt ttt gcg gec ttc aca ccc cac aca gcg gee cgt 
Trp Arg Arg Arg Gly Phe Ala Ala Phe Thr Pro His Thr Ala Ala Arg 
1010 1015 1020 

gtt act ate ggc cgc cgc gtt gtg att gat gag get cca tct etc ccg 
Val Thr lie Gly Arg Arg Val Val lie Asp Glu Ala Pro Ser Leu Pro 
1025 1030 1035 1040 

cca cac ctg ttg ctg tta cat atg cag egg gec tec teg gtc cat etc 
Pro His Leu Leu Leu Leu His Met Gin Arg Ala Ser Ser Val His Leu 
1045 1050 1055 

etc ggt gac cca aat cag ate cct get att gat ttt gag cac gec ggc 
Leu Gly Asp Pro Asn Gin lie Pro Ala lie Asp Phe Glu His Ala Gly 
1060 1065 1070 

ctg gtc cct gcg ate cgt ccc gag ctt gcg cca acg age tgg tgg crc 
Leu Val Pro Ala lie Arg Pro Glu Leu Ala Pro Thr Ser Trp Trp Xaa 
1075 1080 1085 

gtt aca cac cgt tgc ccg gec gat gtg tgc gag etc ata cgc gga gee 
Val Thr His Arg Cys Pro Ala Asp Val Cys Glu Leu lie Arg Gly Ala 
1090 1095 1100 

tac cct aaa ate cag acc acg age cgt gtg eta egg tec ctg ttt tgg 
Tyr Pro Lys lie Gin Thr Thr Ser Arg Val Leu Arg Ser Leu Phe Trp 
1105 1110 1115 1120 

aat gaa ccg gee att ggc cag aag ttg gtt ytc acg cag gcg gca aag 
Asn Glu Pro Ala lie Gly Gin Lys Leu Val Xaa Thr Gin Ala Ala Lys 
1125 1130 1135 



get get aac cct ggt gcg att acg gtc cac gaa get cag ggt gee acc 
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Ala Ala Asn Pro Gly Ala lie Thr Val His Glu Ala Gin Gly Ala Thr 
1140 1145 1150 

ttc aca gag acc aca ate ata gec acg gec gac gec agg ggc ctt ate 
Phe Thr Glu Thr Thr lie lie Ala Thr Ala Asp Ala Arg Gly Leu lie 
1155 1160 1165 

cag tea tec egg get cat get ata gtt gca ctt act cgc cac act gag 
Gin Ser Ser Arg Ala His Ala lie Val Ala Leu Thr Arg His Thr Glu 
1170 1175 1180 

aag tgt gtt ate ctg gat gec ccc ggc ctg ctt cgt gag gtc ggc att 
Lys Cys Val lie Leu Asp Ala Pro Gly Leu Leu Arg Glu Val Gly lie 
1185 1190 1195 1200 

teg gat gtg att gtc aac aac ttt ttc ctt get ggt ggc gag gtc ggc 
Ser Asp Val lie Val Asn Asn Phe Phe Leu Ala Gly Gly Glu Val Gly 
1205 1210 1215 

ere cac cgc cct tct gtg ata cct cgc ggt aac cct gat caa aac etc 
Xaa His Arg Pro Ser Val lie Pro Arg Gly Asn Pro Asp Gin Asn Leu 
1220 1225 1230 

ggg act tta cag gee ttc ccg ccg tec tgt caa att agt get tac cat 
Gly Thr Leu Gin Ala Phe Pro Pro Ser Cys Gin lie Ser Ala Tyr His 
1235 1240 1245 

cag ttg get gag gaa ctg ggc cat cgc ccg gee cct gtc gee gec gtc 
Gin Leu Ala Glu Glu Leu Gly His Arg Pro Ala Pro Val Ala Ala Val 
1250 1255 1260 

ttg ccc cct tgc cct gag ctt gag cag ggc ctg etc tac atg cca cag 
Leu Pro Pro Cys Pro Glu Leu Glu Gin Gly Leu Leu Tyr Met Pro Gin 
1265 1270 1275 1280 

gag etc act gtg tec gat agt gtg ttg gtt ttt gag ctt acg gat ata 
Glu Leu Thr Val Ser Asp Ser Val Leu Val Phe Glu Leu Thr Asp lie 
1285 1290 1295 

gtt cat tgc cgc atg gec get cca age cag cga aag get gtt etc tea 
Val His Cys Arg Met Ala Ala Pro Ser Gin Arg Lys Ala Val Leu Ser 
1300 1305 1310 

aca ctt gtg ggg agg tat ggc cgt agg acg aaa eta tat gag gcg gcg 
Thr Leu Val Gly Arg Tyr Gly Arg Arg Thr Lys Leu Tyr Glu Ala Ala 
1315 1320 1325 

cat tea gat gtt cgt gag tec eta get agg ttc ate cct act ate ggg 
His Ser Asp Val Arg Glu Ser Leu Ala Arg Phe lie Pro Thr lie Gly 
1330 1335 1340 

cct gtt cag get acc aca tgt gag ttg tat gag ttg gtt gag get atg 
Pro Val Gin Ala Thr Thr Cys Glu Leu Tyr Glu Leu Val Glu Ala Met 
1345 1350 1355 1360 



gtg gag aaa ggt cag gac ggc tct gca gtc tta gag ctt gat ctt tgt 
Val Glu Lys Gly Gin Asp Gly Ser Ala Val Leu Glu Leu Asp Leu Cys 
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1365 1370 1375 

aat cgt gat gtc teg cgc ate aca ttt ttc caa aaa gwe tgc aac aag 
Asn Arg Asp Val Ser Arg lie Thr Phe Phe Gin Lys Xaa Cys Asn Lys 
1380 1385 1390 

ttt aca act ggt gag acc ate gec cac ggc aag gtt ggc cag ggt ata 
Phe Thr Thr Gly Glu Thr lie Ala His Gly Lys Val Gly Gin Gly lie 
1395 1400 1405 

teg gee tgg agt aag acc ttc tgc get ctg ttc ggc ccg tgg ttc cgc 
Ser Ala Trp Ser Lys Thr Phe Cys Ala Leu Phe Gly Pro Trp Phe Arg 
1410 1415 1420 

gee att gaa aaa gaa ata ttg gee ctg etc ccg cct aat ate ttt tat 
Ala lie Glu Lys Glu lie Leu Ala Leu Leu Pro Pro Asn lie Phe Tyr 
1425 1430 1435 1440 

ggc gac get tat gag gag tea gtt ttt gec gec get gtg tec ggg gcg 
Gly Asp Ala Tyr Glu Glu Ser Val Phe Ala Ala Ala Val Ser Gly Ala 
1445 1450 1455 

ggg tea tgt atg gta ttt gaa aat gac ttt tea gag ttt gac agt acc 
Gly Ser Cys Met Val Phe Glu Asn Asp Phe Ser Glu Phe Asp Ser Thr 
1460 1465 1470 

cag aat aat ttc tct ctt ggc ctt gag tgt gtg gtt atg gag gag tgc 
Gin Asn Asn Phe Ser Leu Gly Leu Glu Cys Val Val Met Glu Glu Cys 
1475 1480 1485 

ggc atg cct caa tgg eta att agg ttg tac cat ctg gtt egg tct gee 
Gly Met Pro Gin Trp Leu lie Arg Leu Tyr His Leu Val Arg Ser Ala 
1490 , 1495 1500 

tgg att ctg cag gcg ccg aag gag tct ctt aag ggt ttc tgg aag aag 
Trp lie Leu Gin Ala Pro Lys Glu Ser Leu Lys Gly Phe Trp Lys Lys 
1505 1510 1515 1520 

cat tct ggt gag cct ggt acc ctt ctt tgg aat acc gtc tgg aat atg 
His Ser Gly Glu Pro Gly Thr Leu Leu Trp Asn Thr Val Trp Asn Met 
1525 1530 1535 

gcg att ata gca cat tgc tat gag ttc cgt gac ttt cgt gtt get gec 
Ala lie He Ala His Cys Tyr Glu Phe Arg Asp Phe Arg Val Ala Ala 
1540 1545 1550 

ttt aag ggt gat gat teg gtg gtc etc tgt agt gac tac cga cag age 
Phe Lys Gly Asp Asp Ser Val Val Leu Cys Ser Asp Tyr Arg Gin Ser 
1555 1560 1565 

cgc aat gca get gec tta att get ggc tgt ggg etc aaa ttg aag gtt 
Arg Asn Ala Ala Ala Leu He Ala Gly Cys Gly Leu Lys Leu Lys Val 
1570 1575 1580 



gat tac cgc cct ate ggg ctg tat get ggg gtg gtg gtg gec ccc ggt 
Asp Tyr Arg Pro He Gly Leu Tyr Ala Gly Val Val Val Ala Pro Gly 
1585 1590 1595 1600 




cga tct acc cca get ggg get gcg ccg eta act gec ata tea 
Arg Ser Thr Pro Ala Gly Ala Ala Pro Leu Thr Ala lie Ser 
1800 1805 1810 



cca gee 
Pro Ala 
1815 



5479 
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Leu Thr Thr Thr Ala Ala Thr Arg Phe Met Lys Asp Leu His Phe Thr 
2040 2045 2050 2055 

ggt acg aac ggc gtt ggt gag gtg ggt cgt ggt att gcc ctg act ctg 6247 

Gly Thr Asn Gly Val Gly Glu Val Gly Arg Gly lie Ala Leu Thr Leu 
2060 2065 2070 

ttt aat ctt get gat acg ctt ctt ggt ggt tta ccg aca gaa ttg att 6295 

Phe Asn Leu Ala Asp Thr Leu Leu Gly Gly Leu Pro Thr Glu Leu lie 
2075 2080 2085 

teg teg get ggg ggt caa ctg ttt tac tec cgc cct gtt gtc teg gcc 6343 

Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro Val Val Ser Ala 
2090 2095 2100 

S3 aat ggc gag cca aca gta aag tta tac aca tct gtt gag aat gcg cag 63 91 

y3 ; . Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val Glu Asn Ala Gin 

JS 2105 2110 2115 

ffj: caa gac aag ggc ate acc att cca cac gac ata gat tta ggt gac tec 6439 

H. Gin Asp Lys Gly lie Thr lie Pro His Asp lie Asp Leu Gly Asp Ser 

\^ 212 0 212 5 213 0 2135 

cgt gtg gtt ate cag gat tat gat aac cag cac gaa caa gat cga cct 64 87 

5 Arg Val Val lie Gin Asp Tyr Asp Asn Gin His Glu Gin Asp Arg Pro 

M 2140 2145 2150 

m 

fjj? acc ccg tea cct gcc ccc tec cgc cct ttc tea gtt ctt cgt gcc aat 6535 

La. Thr Pro Ser Pro Ala Pro Ser Arg Pro Phe Ser Val Leu Arg Ala Asn 

li% 2155 2160 2165 



gat gtt ttg tgg etc tct etc act gcc get gag tac grc cag acc acg 6583 
Asp Val Leu Trp Leu Ser Leu Thr Ala Ala Glu Tyr Xaa Gin Thr Thr 
2170 2175 2180 

tat ggg teg tec acc aac cct atg tat gtc tct gat aca gtc acg ctt 6631 
Tyr Gly Ser Ser Thr Asn Pro Met Tyr Val Ser Asp Thr Val Thr Leu 
2185 2190 2195 

gtt aat gta gcc act ggt get cag get gtt gcc cgc tct ctt gac tgg 6679 
Val Asn Val Ala Thr Gly Ala Gin Ala Val Ala Arg Ser Leu Asp Trp 
2200 2205 2210 2215 

tct aaa gtt act ctg gat ggt cgc cct ctt act acc att cag cag tat 6727 
Ser Lys Val Thr Leu Asp Gly Arg Pro Leu Thr Thr lie Gin Gin Tyr 
2220 2225 2230 

tct aag aaa ttt tat gtt etc ccg ctt cgs ggg aag ctg tec ttt tgg 6775 
Ser Lys Lys Phe Tyr Val Leu Pro Leu Xaa Gly Lys Leu Ser Phe Trp 
2235 2240 2245 

gag get ggt acg acc aag gcc ggc tac ccg tat aat tat aat acc act 6823 
Glu Ala Gly Thr Thr Lys Ala Gly Tyr Pro Tyr Asn Tyr Asn Thr Thr 
2250 2255 2260 

get agt gac caa att ttg att gag aac gcg gcc ggt cac cgt gtc gcc 6871 
Ala Ser Asp Gin lie Leu lie Glu Asn Ala Ala Gly His Arg Val Ala 



# 
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2265 2270 2275 

att tct act tat acc act agt ttg ggt gcc ggc cct acc teg aty tct 6919 
lie Ser Thr Tyr Thr Thr Ser Leu Gly Ala Gly Pro Thr Ser Xaa Ser 
2280 2285 2290 2295 

gcg gtc ggt gta eta get cca cat teg gcc ctt get gtt etc gag gat 6967 
Ala Val Gly Val Leu Ala Pro His Ser Ala Leu Ala Val Leu Glu Asp 
2300 2305 2310 

act gtt gat tat cct get cgt gcc cat act ttt gat gat ttc tgc ccg 7015 
Thr Val Asp Tyr Pro Ala Arg Ala His Thr Phe Asp Asp Phe Cys Pro 
2315 2320 2325 

gag tgt cgc acc ctt ggt ctg cag ggt tgt gca ttc caa tct act att 7063 
r% Glu Cys Arg Thr Leu Gly Leu Gin Gly Cys Ala Phe Gin Ser Thr lie 

2330 2335 2340 

?Pj ; get gaa ctt cag cgt ctt aaa atg aag gta ggt aaa acc egg gag tct 7111 

=V Ala Glu Leu Gin Arg Leu Lys Met Lys Val Gly Lys Thr Arg Glu Ser 

2345 2350 2355 

taa ttaattcctt ttgtgccccc ttcgcagttc tctttggctt tatttctcat 7164 

2360 



Mi 



f[J; ttctgettte cgcgctccct ggaaaaaaaa aaaaaaaa 72 02 

ii 

<210> 91 
^ <211> 1698 

^5 <212> PRT 

<213> Hepatitis E virus 

<400> 91 

Pro Gly lie Thr Thr Ala lie Glu Gin Ala Ala Leu Ala Ala Ala Asn 
15 10 15 

Ser Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val 
20 25 30 

Gin Thr Glu lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe 
35 40 45 

Arg Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn 
50 55 60 

Glu Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val 
65 70 75 80 

Gly Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg 
85 90 95 

Cys Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala 
100 105 110 



Pro Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly 
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115 120 125 

Leu Pro Pro Ala Asp Arg Thr Tyr Cys Phe Asp Gly Phe Ser Arg Cys 
130 135 140 

Ala Phe Ala Ala Glu Thr Gly Val Ala Leu Tyr Ser Leu His Asp Leu 
145 150 155 160 

Trp Pro Ala Asp Val Ala Glu Ala Met Ala Arg His Gly Xaa Thr Arg 
165 170 175 

Leu Tyr Ala Ala Leu His Leu Pro Pro Glu Val Leu Leu Pro Pro Gly 
180 185 190 

Thr Tyr His Thr Thr Ser Tyr Leu Leu lie His Asp Gly Asp Arg Ala 
195 200 205 

Val Val Thr Tyr Glu Gly Asp Thr Ser Ala Gly Tyr Asn His Asp Val 
210 215 220 

Ser lie Leu Arg Ala Trp lie Arg Thr Thr Lys lie Val Gly Asp His 
225 230 235 240 

Pro Leu Val lie Glu Arg Val Arg Ala lie Gly Cys His Phe Val Leu. 

245 250 255 

Leu Leu Thr Ala Ala Pro Glu Pro Ser Pro Met Pro Tyr Val Pro Tyr 
260 265 270 

Pro Arg Ser Thr Glu Val Tyr Val Arg Ser lie Phe Gly Pro Gly Gly 
275 280 285 

Ser Pro Ser Leu Phe Pro Ser Ala Cys Ser Thr Lys Ser Thr Phe His 
290 295 300 

Ala Val Pro Val His lie Trp Asp Arg Leu Met Leu Phe Gly Ala Thr 
305 310 315 320 

Leu Asp Asp Gin Ala Phe Cys Cys Ser Arg Leu Met Thr Tyr Leu Arg 
325 330 335 

Gly lie Ser Tyr Lys Val Thr Val Gly Ala Leu Val Ala Asn Glu Gly 
340 345 350 

Trp Asn Ala Ser Glu Asp Ala Leu Thr Ala Xaa lie Thr Ala Ala Tyr 
355 360 365 

Leu Thr lie Cys His Gin Arg Tyr Leu Arg Thr Gin Ala lie Ser Lys 
370 375 380 

Gly Met Arg Arg Leu Gly Val Glu His Ala Gin Lys Phe lie Thr Arg 
385 390 395 400 

Leu Tyr Ser Trp Leu Phe Glu Lys Ser Gly Arg Asp Tyr lie Pro Gly 
405 410 415 



Arg Gin Leu Gin Phe Tyr Ala Gin Cys Arg Arg Trp Leu Ser Ala Gly 
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420 425 430 

Phe His Leu Asp Pro Arg Val Leu Val Phe Asp Glu Ser Val Pro Cys 
435 440 445 

Arg Cys Arg Thr Phe Leu Lys Lys Val Ala Gly Lys Phe Cys Cys Phe 
450 455 460 

Met Arg Trp Leu Gly Gin Glu Cys Thr Cys Phe Leu Glu Pro Ala Glu 
465 470 475 480 

Gly Leu Val Gly Asp His Gly His Asp Asn Glu Ala Tyr Glu Gly Ser 
485 490 495 

Glu Val Asp Pro Ala Glu Pro Ala His Leu Asp Val Ser Gly Thr Tyr 
500 505 510 

Ala Val His Gly His Gin Leu Glu Ala Leu Tyr Arg Ala Leu Asn Val 
515 520 525 

Pro Gin Asp lie Ala Ala Arg Ala Ser Arg Leu Thr Ala Thr Val Glu 
530 535 540 

Leu Val Ala Ser Pro Asp Arg Leu Glu Cys Arg Thr Val Leu Gly Asn 
545 550 555 560 

Lys Thr Phe Arg Thr Thr Val Val Asp Gly Ala His Leu Glu Ala Asn 
565 570 575 

Gly Pro Glu Gin Tyr Val Leu Ser Phe Asp Ala Ser Arg Gin Ser Met 
580 585 590 

Gly Ala Gly Ser His Ser Leu Thr Tyr Glu Leu Thr Pro Ala Gly Leu 
595 600 605 

Gin Val Arg lie Ser Ser Asn Gly Leu Asp Cys Thr Ala Thr Phe Pro 
610 615 620 

Pro Gly Gly Ala Pro Ser Ala Ala Pro Gly Glu Val Ala Ala Phe Cys 
625 630 635 640 

Ser Ala Leu Tyr Arg Tyr Asn Arg Phe Thr Gin Arg His Ser Leu Thr 
645 650 655 

Gly Gly Leu Trp Leu His Pro Glu Gly Leu Leu Gly lie Phe Pro Pro 
660 665 670 

Phe Ser Pro Gly His lie Trp Glu Ser Ala Asn Pro Phe Cys Gly Glu 
675 680 685 

Gly Thr Leu Tyr Thr Arg Thr Trp Ser Thr Ser Gly Phe Ser Ser Asp 
690 695 700 

Phe Ser Pro Pro Glu Ala Ala Ala Pro Ala Met Ala Ala Thr Pro Gly 
705 710 715 720 

Leu Pro His Ser Thr Pro Pro Val Ser Asp lie Trp Val Leu Pro Pro 
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725 730 735 

Pro Ser Glu Glu Phe Gin Val Asp Ala Ala Pro Val Pro Pro Ala Pro 
740 745 750 

Asp Pro Ala Gly Leu Pro Gly Pro Val Val Leu Thr Pro Pro Pro Pro 
755 760 765 

Pro Pro Val His Lys Pro Ser lie Pro Pro Pro Ser Arg Asn Arg Arg 
770 775 780 

Leu Leu Tyr Thr Tyr Pro Asp Gly Ala Lys Val Tyr Ala Gly Ser Leu 
785 790 795 800 

Phe Glu Ser Asp Cys Asp Trp Leu Val Asn Ala Ser Asn Pro Gly His 
805 810 815 

Arg Pro Gly Gly Gly Leu Cys His Ala Phe Tyr Gin Arg Phe Pro Glu 
820 825 830 

Ala Phe Tyr Pro Thr Glu Phe lie Met Arg Glu Gly Leu Ala Ala Tyr 
835 840 845 

Thr Leu Thr Pro Arg Pro lie lie His Ala Val Ala Pro Asp Tyr Arg 
850 855 860 

Val Glu Gin Asn Pro Lys Arg Leu Glu Ala Ala Tyr Arg Glu Thr Cys 
865 870 875 880 

Ser Arg Arg Gly Thr Ala Ala Tyr Pro Leu Leu Gly Ser Gly lie Tyr 
885 890 895 

Gin Val Pro Val Ser Leu Ser Phe Asp Ala Trp Glu Arg Asn His Arg 
900 905 910 

Pro' Gly Asp Glu Leu Tyr Leu Thr Glu Pro Ala Ala Asn Trp Phe Glu 
915 920 925 



Ala Asn Lys Pro Ala Gin Pro Val 
930 935 

Arg Thr Ala Asn Leu Ala Leu Glu 
945 950 

Arg Ala Cys Ala Gly Cys Thr lie 
965 



Leu Thr lie Thr Glu Asp Thr Ala 
940 

lie Asp Ala Ala Thr Glu Val Gly 

955 960 

Ser Pro Gly lie Val His Tyr Gin 
970 975 



Phe Thr Ala Gly Val Pro Gly Ser Gly Lys Ser Arg Ser lie Gin Gin 

980 985 990 

Gly Asp Val Asp Val Val Val Val Pro Thr Arg Glu Leu Arg Asn Ser 

995 1000 1005 

Trp Arg Arg Arg Gly Phe Ala Ala Phe Thr Pro His Thr Ala Ala Arg 

1010 1015 1020 

Val Thr lie Gly Arg Arg Val Val lie Asp Glu Ala Pro Ser Leu Pro 
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025 1030 1035 1040 

Pro His Leu Leu Leu Leu His Met Gin Arg Ala Ser Ser Val His Leu 
1045 1050 1055 

Leu Gly Asp Pro Asn Gin lie Pro Ala lie Asp Phe Glu His Ala Gly 
1060 1065 1070 

Leu Val Pro Ala lie Arg Pro Glu Leu Ala Pro Thr Ser Trp Trp Xaa 
1075 1080 1085 

Val Thr His Arg Cys Pro Ala Asp Val Cys Glu Leu lie Arg Gly Ala 
1090 1095 1100 

Tyr Pro Lys lie Gin Thr Thr Ser Arg Val Leu Arg Ser Leu Phe Trp 
105 1110 1115 1120 

Asn Glu Pro Ala lie Gly Gin Lys Leu Val Xaa Thr Gin Ala Ala Lys 
1125 1130 1135 

Ala Ala Asn Pro Gly Ala lie Thr Val His Glu Ala Gin Gly Ala Thr 
1140 1145 1150 

Phe Thr Glu Thr Thr lie lie Ala Thr Ala Asp Ala Arg Gly Leu lie 
1155 1160 1165 

Gin Ser Ser Arg Ala His Ala lie Val Ala Leu Thr Arg His Thr Glu 
1170 1175 1180 

Lys Cys Val lie Leu Asp Ala Pro Gly Leu Leu Arg Glu Val Gly He 
185 1190 1195 1200 

Ser Asp Val He Val Asn Asn Phe Phe Leu Ala Gly Gly Glu Val Gly 
1205 1210 1215 

Xaa His Arg Pro Ser Val He Pro Arg Gly Asn Pro Asp Gin Asn Leu 
1220 1225 1230 

Gly Thr Leu Gin Ala Phe Pro Pro Ser Cys Gin He Ser Ala Tyr His 
1235 1240 1245 

Gin Leu Ala Glu Glu Leu Gly His Arg Pro Ala Pro Val Ala Ala Val 
1250 1255 1260 

Leu Pro Pro Cys Pro Glu Leu Glu Gin Gly Leu Leu Tyr Met Pro Gin 
265 1270 1275 1280 

Glu Leu Thr Val Ser Asp Ser Val Leu Val Phe Glu Leu Thr Asp He 
1285 1290 1295 

Val His Cys Arg Met Ala Ala Pro Ser Gin Arg Lys Ala Val Leu Ser 
1300 1305 1310 

Thr Leu Val Gly Arg Tyr Gly Arg Arg Thr Lys Leu Tyr Glu Ala Ala 
1315 1320 1325 

His Ser Asp Val Arg Glu Ser Leu Ala Arg Phe He Pro Thr lie Gly 
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1330 1335 1340 

Pro Val Gin Ala Thr Thr Cys Glu Leu Tyr Glu Leu Val Glu Ala Met 
345 1350 1355 1360 

Val Glu Lys Gly Gin Asp Gly Ser Ala Val Leu Glu Leu Asp Leu Cys 
1365 1370 1375 

Asn Arg Asp Val Ser Arg lie Thr Phe Phe Gin Lys Xaa Cys Asn Lys 
1380 1385 1390 

Phe Thr Thr Gly Glu Thr lie Ala His Gly Lys Val Gly Gin Gly lie 
1395 1400 1405 

Ser Ala Trp Ser Lys Thr Phe Cys Ala Leu Phe Gly Pro Trp Phe Arg 
1410 1415 1420 

Ala lie Glu Lys Glu lie Leu Ala Leu Leu Pro Pro Asn lie Phe Tyr 
425 1430 1435 1440 

Gly Asp Ala Tyr Glu Glu Ser Val Phe Ala Ala Ala Val Ser Gly Ala 
1445 1450 1455 

Gly Ser Cys Met Val Phe Glu Asn Asp Phe Ser Glu Phe Asp Ser Thr 
1460 1465 1470 

Gin Asn Asn Phe Ser Leu Gly Leu Glu Cys Val Val Met Glu Glu Cys 
1475 1480 1485 

Gly Met Pro Gin Trp Leu lie Arg Leu Tyr His Leu Val Arg Ser Ala 
1490 1495 1500 

Trp lie Leu Gin Ala Pro Lys Glu Ser Leu Lys Gly Phe Trp Lys Lys 
505 1510 1515 1520 

His Ser Gly Glu Pro Gly Thr Leu Leu Trp Asn Thr Val Trp Asn Met 
1525 1530 1535 

Ala lie lie Ala His Cys Tyr Glu Phe Arg Asp Phe Arg Val Ala Ala 
1540 1545 1550 

Phe Lys Gly Asp Asp Ser Val Val Leu Cys Ser Asp Tyr Arg Gin Ser 
1555 1560 1565 

Arg Asn Ala Ala Ala Leu lie Ala Gly Cys Gly Leu Lys Leu Lys Val 
1570 1575 1580 

Asp Tyr Arg Pro lie Gly Leu Tyr Ala Gly Val Val Val Ala Pro Gly 
585 1590 1595 1600 

Leu Gly Thr Leu Pro Asp Val Val Arg Phe Ala Gly Arg Leu Ser Glu 
1605 1610 1615 

Lys Asn Trp Gly Pro Gly Pro Glu Arg Ala Glu Gin Leu Arg Leu Ala 
1620 1625 1630 



Val Cys Asp Phe Leu Arg Gly Leu Thr Asn Val Ala Gin Val Cys Val 
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1635 1640 1645 

Asp Val Val Ser Arg Val Tyr Gly Val Ser Pro Gly Leu Val His Asn 
1650 1655 1660 

Leu lie Gly Met Leu Gin Thr lie Ala Asp Gly Lys Ala His Phe Thr 
665 1670 1675 1680 

Glu Thr lie Lys Pro Val Leu Asp Leu Thr Asn Ser lie lie Gin Arg 
1685 1690 1695 

Val Glu 



<210> 92 
<211> 660 
<212> PRT 

<213> Hepatitis E virus 
<400> 92 

Met Arg Pro Arg Ala Val Leu Leu Leu Phe Leu Met Phe 
15 10 

Leu Pro Met Leu Pro Ala Pro Pro Ala Gly Gin Pro Ser Gly Arg Arg 
15 20 25 

Arg Gly Arg Arg Ser Gly Gly Ala Gly Gly Gly Phe Trp Ser Asp Arg 
30 35 40 45 

Val Asp Ser Gin Pro Phe Ala Leu Pro Tyr lie His Pro Thr Asn Pro 
50 55 60 

Phe Ala Ala Asp Val Val Ser Gin Pro Gly Ala Gly Thr Arg Pro Arg 
65 70 75 

Gin Pro Pro Arg Pro Leu Gly Ser Ala Trp Arg Asp Gin Ser Lys Arg 
80 85 90 

Pro Ser Val Ala Pro Arg Arg Arg Ser Thr Pro Ala Gly Ala Ala Pro 
95 100 105 

Leu Thr Ala lie Ser Pro Ala Pro Asp Thr Ala Pro Val Pro Asp Val 
10 115 120 125 

Asp Ser Arg Gly Ala lie Leu Arg Arg Gin Tyr Asn Leu Ser Thr Ser 
130 135 140 

Pro Leu Thr Ser Ser Val Ala Ser Gly Thr Asn Leu Val Leu Tyr Ala 
145 150 155 

Ala Pro Leu Asn Pro Leu Leu Pro Leu Gin Asp Gly Thr Asn Thr His 
160 165 170 

lie Met Ala Thr Glu Ala Ser Asn Tyr Ala Gin Tyr Arg Val Val Arg 
175 180 185 



Ala Thr lie Arg Tyr Arg Pro Leu Val Pro Asn Ala Val Gly Gly Tyr 
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90 195 200 205 

Ala lie Ser lie Ser Phe Trp Pro Gin Thr Thr Thr Thr Pro Thr Ser 
210 215 220 

Val Asp Met Asn Ser lie Thr Ser Thr Asp Val Arg lie Leu Val Gin 
225 230 235 

Pro Gly lie Ala Ser Glu Leu Val lie Pro Ser Glu Arg Leu His Tyr 
240 245 250 

Arg Asn Gin Gly Trp Arg Ser Val Glu Thr Thr Gly Val Ala Glu Glu 
255 260 265 

Glu Ala Thr Ser Gly Leu Val Met Leu Cys lie His Gly Ser Pro Val 
70 275 280 285 

Asn Ser Tyr Thr Asn Thr Pro Tyr Thr Gly Ala Leu Gly Leu Leu Asp 
290 295 300 

Phe Ala Leu Glu Leu Glu Phe Arg Asn Leu Thr Pro Gly Asn Thr Asn 
305 310 315 

Thr Arg Val Ser Arg Tyr Thr Ser Thr Ala Arg His Arg Leu Arg Arg 
320 325 330 

Gly Ala Asp Gly Thr Ala Glu Leu Thr Thr Thr Ala Ala Thr Arg Phe 
335 340 345 

Met Lys Asp Leu His Phe Thr Gly Thr Asn Gly Val Gly Glu Val Gly 
50 355 360 365 

Arg Gly lie Ala Leu Thr Leu Phe Asn Leu Ala Asp Thr Leu Leu Gly 
370 375 380 

Gly Leu Pro Thr Glu Leu lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr 
385 390 395 

Ser Arg Pro Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr 
400 405 410 

Thr Ser Val Glu Asn Ala Gin Gin Asp Lys Gly lie Thr lie Pro His 
415 420 425 

Asp lie Asp Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Asp Asn 
30 435 440 445 

Gin His Glu Gin Asp Arg Pro Thr Pro Ser Pro Ala Pro Ser Arg Pro 
450 455 460 

Phe Ser Val Leu Arg Ala Asn Asp Val Leu Trp Leu Ser Leu Thr Ala 
465 470 475 

Ala Glu Tyr Xaa Gin Thr Thr Tyr Gly Ser Ser Thr Asn Pro Met Tyr 
480 485 490 

Val Ser Asp Thr Val Thr Leu Val Asn Val Ala Thr Gly Ala Gin Ala 
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495 500 505 

Val Ala Arg Ser Leu Asp Trp Ser Lys Val Thr Leu Asp Gly Arg Pro 
10 515 520 525 

Leu Thr Thr lie Gin Gin Tyr Ser Lys Lys Phe Tyr Val Leu Pro Leu 
530 535 540 



Xaa Gly Lys Leu Ser Phe Trp Glu Ala Gly Thr Thr Lys Ala Gly Tyr 
545 550 555 

Pro Tyr Asn Tyr Asn Thr Thr Ala Ser Asp Gin lie Leu lie Glu Asn 
560 565 570 

Ala Ala Gly His Arg Val Ala lie Ser Thr Tyr Thr Thr Ser Leu Gly 
?=1 575 580 585 

m 

si =5f.-, 

^4 Thr Phe Asp Asp Phe Cys Pro Glu Cys Arg Thr Leu Gly Leu Gin Gly 

s 625 630 635 

f\ji Cys Ala Phe Gin Ser Thr lie Ala Glu Leu Gin Arg Leu Lys Met Lys 

Ly: 640 645 650 



5| 



Ala Gly Pro Thr Ser Xaa Ser Ala Val Gly Val Leu Ala Pro His Ser 
90 595 600 605 

Ala Leu Ala Val Leu Glu Asp Thr Val Asp Tyr Pro Ala Arg Ala His 
610 615 620 



Val Gly Lys Thr Arg Glu Ser 
655 660 



<210> 93 
<211> 122 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> ORF3 HEV US-1 



<400> 93 

Met Asn Asn Met Ser Phe Ala Ser 
1 5 

Gly Leu Phe Cys Cys Cys Ser Ser 
20 

His Arg Pro Val Ser Arg Leu Ala 
35 40 

Val Pro Ala Val Val Ser Gly Val 
50 55 



Pro Met Gly Ser Pro Cys Ala Leu 
10 15 

Cys Phe Cys Leu Cys Cys Pro Arg 
25 30 

Val Ala Val Gly Gly Ala Ala Ala 
45 

Thr Gly Leu lie Leu Ser Pro Ser 
60 



Pro Ser Pro lie Phe. lie Gin Pro Thr Pro Ser Pro Pro Met Ser Phe 
65 70 75 80 




His Asn Pro Gly Leu Glu Leu Ala 
85 

Val Pro Leu Gly Val Thr Ser Pro 
100 

Val Asp Leu Pro Gin Leu Gly Leu 
115 120 
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Leu Asp Ser Arg Pro Ala Pro Ser 
90 95 

Ser Ala Pro Pro Leu Pro Pro Val 
105 110 

Arg Arg 



<210> 94 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

C3; <223> Description of Artificial Sequence: Primer 

US5P3S/20 

lf\y <400> 94 

fij tggcattact actgccattg 2 0 

J* <210> 95 

^ <211> 20 

E <212> DNA 

M s <213> Artificial Sequence 

m 

fU| <220> 

i.^. <223> Description of Artificial Sequence: Primer 

[q. US5P45S/20 

<400> 95 

caattctgcc ttggcgaatg 2 0 

<210> 96 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
US5P296A 

<400> 96 

aggaaacacc gatgcagaac 2 0 

<210> 97 
<211> 20 
<212> DNA 

<213> Artificial Sequence 



<220> 
<223> 



Description 
US5P243A/20 



of Artificial Sequence: 



Primer 
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<400> 97 

tccaacctcc aagcaacgac 2 0 

<210> 98 
<211> 199 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Clone 199con 
<400> 98 

caattctgcc ttggcgaatg ctgtggtggt tcggccgttt ctttctcgtg tgcaaactga 6 0 
gattcttatt aatttgatgc aaccccggca gttggtcttc cgccctgagg tgctttggaa 120 
tcatcctatc cagcgggtta tacataatga attagagcag tactgccggg cccgggctgg 180 
tcgttgcttg gaggttgga 199 



<210> 99 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE orfl-s 
<400> 99 

gttctgcatc ggtgtttcct tagac 25 



<210> 100 
<211> 26 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE orfl-a 
<400> 100 

gaatcaggag atacgaggtt gtgtgg 26 



<210> 101 
<211> 331 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-320 
<400> 101 

gttctgcatc ggtgtttcct tagaccggtc ggccgagatg ttcagcgctg gtattctgcc 60 



• # 
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cctacccgtg 


gtcctgcggc 


caattgccgc 


cgctccgcgt 


tgcgtggtct 


cccccctgtc 


120 




gaccgcacct 


attgttttga 


tggattttcc 


cgttgtgctt 


ttgctgcaga 


gaccggtgtg 


180 




gccctttact 


ctttgcatga 


cctttggcca 


gctgatgttg 


cagaggctat 


ggcccgccat 


240 




gggatgacac 


gcttatacgc 


cgcactgcac 


cttccccccg 


aggtgctgct 


accacccggc 


300 




acctaccaca 


caacctcgta 


tctcctgatt 


c 






331 




<210> 102 
<211> 1186 
<212> DNA 

<213> Hepatitis E virus 












<220> 

<223> US2-1168 












frj. 

Cfl; 


<400> 102 
ctcactgtgt 


ccgatagtgt 


gttggttttt 


gagcttacgg 


atatagtcca 


ctgccgtatg 


60 


i3 r 
:sd. 


gccgccccaa 


gccagcgaaa 


ggctgttctc 


tcaacgcttg 


tggggaggta 


cggccgtagg 


120 




actaaattat 


atgaggcggc 


gcattcagat 


gtccgtgagt 


ccctagcgag 


gtttatcccc 


180 


= =3' 

b 


accatcgggc 


ctgttcgggc 


taccacatgt 


gagctgtacg 


agctggttga 


agccatggta 


240 




gagaagggtc 


aggacggatc 


tgccgtccta 


gagctcgacc 


tttgcaatcg 


tgacgtctcg 


300 




cgcatcacat 


ttttccaaaa 


ggaccgcaau 


aagtttacaa 


ctggtgagac 


tatcgcccat 


360 




ggcaaggttg 


gccagggcat 


atcggcctgg 


agcaagacct 


tctgtgctct 


gtttggcccg 


420 




tggttccgcg 


ccattgaaaa 


ggaaatattg 


gccctactcc 


cgcctaatat 


cttttatggc 


480 




gacgcctatg 


aggagtcagt 


gtttgctgcc 


gctgtgtccg 


gggcagggtc 


atgtatggta 


540 




tttgaaaatg 


acttctcaga 


gtttgacagt 


acccagaata 


atttctctct 


cggccttgag 


600 




tgtgtggtta 


tggaggagtg 


cggcatgccc 


caatggttaa 


ttaggttgta 


ccatctggtc 


660 




cggtcagcct 


ggattttgca 


ggcgccgaag 


gagtctctta 


aggggttttg 


gaagaagcac 


720 




tctggtgagc 


ctggtaccct 


tctctggaac 


actgtctgga 


acatggcgat 


tatagcacat 


780 




tgctaygagt 


tccgtgactt 


tcgtgttgcc 


gccttcaagg 


gtgatgattc 


agtggtcctc 


840 




tgtagtgact 


accgacagrg 


ccgtaacgcg 


gctgccttaa 


ttgcaggctg 


tgggctcaaa 


900 




ttgaaggttg 


attaccgccc 


tatcgggcta 


tatgctggag 


tggtggtggc 


ccccggtttg 


960 




gggacactgc 


ccgatgtggt 


gcgttttgcc 


ggtcggttat 


ctgagaagaa 


ttggggccct 


1020 




ggcccggagc 


gtgctgagca 


gctgcgtctt 


gctgtttgtg 


atttccttcg 


agggttgacg 


1080 
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aatgttgcgc aggtctgtgt tgatgttgtg tcccgtgtct atggagttag ccccgggctg 114 0 
gtacataacc ttattggcat gctgcagacc atcgccgatg gcaagg 1186 

<210> 103 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE hevdf2/3 si 
<400> 103 

gttccgcttg gcgtgaccag tec 2 3 

<210> 104 

<211> 23 

<212> DNA 

<213> Hepatitis E virus 

^ <220> 

<223> JE hevdf2/3 al 

M: <400> 104 

rLk gagtcaacat caggtacagg age 2 3 



m 

£0; 



fU: 



<210> 105 
<211> 130 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-135 
<400> 105 

gttccgcttg gcgtgaccag tcccagcgcc cctccgctgc cccccgtcgt cgatctgccc 60 
cagctggggc tgcgccgctg actgccgtgt caccggctcc tgacacagct cctgtacctg 12 0 
atgttgactc 130 



<210> 106 
<211> 26 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE hevdfl-sl 



<400> 106 

gatgtcattt tgtgttgctg ctcacc 



26 
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<210> 107 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> hev216 al 
<400> 107 

cgtcctacag cggcatggta ctg 2 3 

<210> 108 
<211> 564 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-563 
<400> 108 

tcacccatgc cttatgttcc ttaccctcgt tcaacggagg tgtatgtccg gtctatattt 60 
ggccctggcg gctccccatc cttgtttcca tcagcctgct ctactaaatc tacctttcat 120 
gctgtcccgg ttcacatctg ggatcrgctc atgctctttg gtgccaccct gracgatcag 180 
gcgttctgct gttcacggct tatgacttac ctccgtggta ttagttataa ggtcactgtc 24 0 
ggtgcgcttg tcgctaatga ggggtggaac gcctctgagg atgctcttac tgcagtgatc 3 00 
actgcggcct atctgaccat ctgccatcag cgttaccttc gcacccaggc gatttccaag 360 
ggcatgcgcc ggttggaggt tgagcatgct cagaaattta tcacaagact ctacagctgg 42 0 
ctatttgaga agtctggccg tgactacatc cccggccgcc agcttcaatt ttatgcacaa 4 80 
tgccgacggt ggctttctgc aggcttccac ctaracccca ggrtgcttgt ctttgatgaa 540 
tcagtaccat gccgctgtag gacg 564 



<210> 109 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> USorf2.1' 
<400> 109 

gtggagctag tacaccgacc gcag 24 



<210> 110 
<211> 678 
<212> DNA 
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<213> Hepatitis E virus 
<220> 

<223> US2-667 
<400> 110 

cgcttcttgg tggtttaccg acagaattga tttcgtcggc tgggggccaa ctgttttact 60 
cccgcccggt tgtctcagcc aatggcgagc caacagtaaa gttatataca tctgttgaga 12 0 
atgcgcagca agacaagggc atcaccattc cacatgatat agacctgggt gactcccgtg 18 0 
tggttatcca ggattatgat aaccagcayg agcaagaccg acctactccg tcacctgccc 24 0 
cctctcgccc cttctcagtt cttcgtgcca atgatgtttt gtggctttcc ctcactgccg 300 
ctgagtatga ccagactacg tatgggtcgt ccaccaaccc tatgtatgtc tctgacacag 36 0 
ttacgcttgt taatgtggct actggtgctc aggctgttgc ccgctccctt gattggtcta 42 0 
aagttactct ggacggccgc ccccttacta ccattcagca gtattctaag acattttatg 480 
ttctcccgct ccgcgggaag ctgtcctttt gggaggctgg cacgactaag gccggctacc 54 0 
cttacaatta taatactacc gctagtgacc aaattttgat tgagaatgcg gccggccacc 600 
gtgtcgctat ttccacctat accactagct taggtgccgg tcctacctcg atctctgcgg 660 
tcggtgtact agctccac 678 



<210> 111 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> hev3301s 
<400> 111 

gtatgcgagc tcatccgtgg tgc 23 



<210> 112 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE hevl67-al 
<400> 112 

ccaacacact atcggacaca gtgag 2 5 



<210> 113 
<211> 580 
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<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-579 
<400> 113 

gtatgcgagc tcatccgtgg tgcctacccc aaaattcaga ccacgagccg tgtgctacgg 6 0 
tccctgtttt ggaacgaacc ggccatcggc caaaagttgg tttttacgca ggctgctaag 12 0 
gctgccaacc ctggtgcgat tacggttcac gaagctcagg gtgctacttt cacggagacc 180 
acaattatag ccacggccga cgctaggggc ctcattcagt catcccgggc ccatgctata 24 0 
gtcgcactca cccgccatac tgagaagtgt gttattttgg atgcccccgg cttgttgcgc 3 00 

.S3. 



.Hi 



gaggtcggca tttcggatgt tattgtcaat aactttttcc ttgccggtgg agaggtcggc 360 
catcaccgcc cttctgtgat acctcgcggc aatcctgatc agaacctcgg gactctacag 42 0 
gcctttccgc cgtcatgtca gatcagtgct taccatcagt tggctgagga actaggtcat 4 80 
cgcccggccc ctgtcgccgc cgtcttgccc ccttgccctg agcttgagca gggcctgctc 54 0 
tatatgccac aagaactcac tgtgtccgat agtgtgttgg 580 



<210> 114 

<211> 26 

<212> DNA 

3; <213> Hepatitis E virus 

<220> 

<223> HEV459 si 
<400> 114 

cagaaattta tcacaagact ctacag 2 6 

<210> 115 

<211> 26 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEV459 S3 

<400> 115 

ctctacagtt ggctatttga gaagtc 26 

<210> 116 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
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<220> 

<223> JE1955a 
<400> 116 

ctataaagag ctgagcagaa ggcgg 

<210> 117 
<211> 734 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-733 



<400> 117 
ctctacagtt 


ggctatttga 


gaagtctggc 


ttttatgcac 


aatgccgacg 


gtggctttct 


gtctttgatg 


aatcagtgcc 


atgccgttgc 


ttctgctgtt 


ttatgcggtg 


gctggggcag 


ggtttagttg 


gtgatcaagg 


tcatgacaac 


gctgagcctg 


cacatcttga 


tgtctcgggg 


gccctctata 


gggcacttaa 


tgtcccacat 


gctactgttg 


agctcgttgc 


tagtccggac 


aagaccttcc 


ggacgacggt 


ggttgatggc 


tatgttctgt 


catttgacgc 


ctctcgccag 


tatgagctca 


cccctgccgg 


tctgcaggta 


gccacattcc 


ccccyggtgg 


cgcccctagc 


tcagctcttt 


atag 





<210> 118 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE 2950mex s 
<400> 118 

gtgtccccgg ctctggcaag tc 



cgtgactaca tccccggccg ccagcttcaa 60 
gcaggcttcc acctaraccc caggrtgctt 120 
aggacgtttt tgaagaaggt cgcgggtaaa 18 0 
gagtgtacct gcttcttgga gccagccgag 24 0 
gaggcctatg aaggttctga ggtcgaccca 3 00 
acttatgccg tccatgggca ccagcttgag 360 
gatattgccg ctcgagcctc ccgactaacg 42 0 
cgcttagagt gccgcactgt acttggtaat 480 
gcccatcttg aagcgaatgg ccctgaggag 540 
tctatggggg ccgggtcgca cagcctcact 600 
aagatttcat ctaatggtct ggattgcact 660 
gccgcgccgg gggaggtggc cgccttctgc 720 

734 



<210> 119 
<211> 22 



57/140 



<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE us2-579-a2 
<400> 119 

cagggttggc agccttagca gc 



<210> 120 
<211> 483 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-482 
O <400> 120 

JS gtgtccccgg ctctggcaag tcaaggtcca 

m 

r(j t tgcccacccg ggagctccgt aacagctggc 

! :=i. acacagcggc ccgtgttact atcggccgcc 

^ caccgcacct gctgctgtta cacatgcagc 

"r^ caaaccagat tcctgctatt gattttgagc 

fL£ agcttgcgcc aacgagctgg tggcacgtta 

tcatacgtgg ggcctacccc aaaattcaga 

ggaacgaacc ggccatcggc caaaagttgg 
ctg 



<210> 121 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> JE 2600s 
<400> 121 

taacccaaag aggcttgagg ctgc 

<210> 122 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-482-al 



tacaacaggg agatgtcgat gtggtggttg 60 
gtcgccgggg ttttgcggcc ttcacacctc 120 
gcgttgtgat tgatgaggct ccatctctcc 180 
gggcctcctc ggtccatctc cttggtgatc 240 
atgccggcct ggtccccgcg atccgccccg 3 00 
cacaccgttg cccggccgat gtgtgcgagc 36 0 
ccacgagccg tgtgctacgg tccctgtttt 420 
tttttacgca ggctgctaag gctgccaacc 480 

483 




m 
rUt 
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<400> 122 

ccgctgtgtg aggtgtgaag gc 22 



<210> 123 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-482-a2 
<400> 123 

gacgccagct gttacggagc tec 23 



<210> 124 
<211> 431 
<212> DNA 



rfl; 

[Si <213> Hepatitis E virus 

<220> 

h.\i <223> US2-430 



<400> 124 

taacccaaag aggcttgagg ctgcgtaccg ggaaacttgc tcccgtcgtg gcaccgctgc 6 0 
ctacccgctt ttgggctcgg gtatatacca ggtccctgtt agectcagtt ttgatgcctg 120 
ggaacgcaat caccgccccg gegatgaget ttacttgaca gagcccgccg cagcctggtt 180 
tgaggctaat aagccggcgc agccggcgct tactataact gaggacaegg cccgtacggc 24 0 
caacctggca ttagagattg atgccgccac agaggttggc cgtgcttgtg ccggctgcac 300 
catcagcccc gggattgtgc actatcagtt taccgccggg gtcccgggct caggcaagtc 36 0 
aaggtccata caacagggag atgtcgatgt ggtggttgtg cccacccggg agetcegtaa 42 0 
cagctggcgt c 431 



<210> 125 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-orf2/3 si 
<400> 125 

egtegtcgat ctgccccagc tg 22 



<210> 126 
<211> 25 



# • 
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<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORF2-al 
<400> 126 

cttgttcrtg ytggttrtca taatc 25 



<210> 127 
<211> 21 
<212> DNA 

<213> Hepatitis E virus 
<220> 

Q <223> us2-orf2/3 s2 

jj <400> 127 

fj\i cgctgactgc cgtgtcaccg g 21 

m 

C <210> 128 

<211> 25 

^ <212> DNA 

s <213> Hepatitis E virus * 

rUf <220> 

rQl <22 3> HEVConsORF2-a2 

^ <400> 128 

gttcrtgytg gttrtcataa tcctg 25 



<210> 129 

<211> 1020 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-1019 



<400> 129 
cgctgactgc 


cgtgtcaccg 


gctcctgaca 


cagcccctgt 


acctgatgtt 


gactcacgtg 


60 


gtgctattct 


gcgccggcag 


tacaatttgt 


ccacgtcccc 


gctcacgtca 


tctgtcgctt 


120 


cgggtactaa 


tttggtcctc 


tatgctgccc 


cgctgaatcc 


cctcttgcct 


ctccaggatg 


180 


gtaccaacac 


tcatattatg 


gctactgagg 


catccaatta 


tgcccagtat 


cgggttgttc 


240 


gagctacaat 


ccgttatcgc 


ccgctggtgc 


cgaatgccgt 


tggtggctat 


gccatttcca 


300 


tttctttctg 


gccccaaact 


acaactaccc 


ctacttctgt 


cgatatgaat 


tctattactt 


360 



ccacygatgt taggattttg gttcagcccg gtattgcctc cgagctagtc atccccagtg 42 0 



• # 
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agcgccttca ttaccgtaat caaggctggc gctctgttga gaccacgggt gtggctgagg 480 
aggaggctac ttccggtctg gtaatgcttt gcattcatgg ctctcctgtt aattcctaca 540 
ctaatacacc ttacactggt gcgctggggc ttcttgattt tgcactagag cttgaattta 600 
ggaatttgac acccgggaac accaacaccc gtgtttcccg gtataccagc acagcccgcc 660 
accggctgcg ccgtggtgct gatgggactg ctgagcttac taccacagca gccacacgtt 72 0 
tcatgaagga cctgcacttc gctggcacga atggcgttgg tgaggtgggt cgtggtatcg 780 
ccctgacact gttcaatctc gctgatacgc ttctcggcgg tttaccgaca gaattgattt 840 
cgtcggctgg gggccaactg ttttactccc gcccggttgt ctcagccaat ggcgagccaa 900 
cagtaaagtt atatacatct gttgagaatg cgcagcaaga caagggcatc accattccac 960 
atgatataga cctgggtgac tcccgtgtgg ttatccagga ttatgataac cagcaygaac 102 0 



<210> 130 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2 330sl 
<400> 130 

cagctgatgt tgcagaggct atgg 24 



<210> 131 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2 563al 
<400> 131 

gcaggctgat ggaaacaagg atgg 24 



<210> 132 
<211> 407 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-406 
<400> 132 

cagctgatgt tgcagaggct atggcccgcc atgggatgac acgcttatac gccgcactgc 60 
accttccccc cgaggtgctg ctaccacccg gcacctacca cacaacctcg tacctcttga 120 
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ttcacgatgg caaccgcgct gttgtaactt acgagggcga tactagtgcg ggctataatc 18 0 
atgatgtctc catacttcgt gcatggatcc gtactactaa aatagttggt gaccatccat 24 0 
tggtcataga gcgagtgcgg gccattgggt gtcattttgt gctgctgctc accgcagccc 3 00 
ctgaaccgtc acctatgcct tatgttccct accctcgttc aacggaggtg tatgtccggt 360 
ctatatttgg ccctggcggc tccccatcct tgtttccatc agcctgc 407 



£3 



<210> 133 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-579 si 



=£; <400> 133 

t!% cagaccacga gccgtgtgct ac 22 

m 

jj <210> 134 

!g! <211> 23 

" 4 <212> DNA 

; <213> Hepatitis E virus 

Mi 

flj! <220> 

rij; <223> US2-1168 al 

M*. 

<400> 134 

.:=]. ccacaagcgt tgagagaaca gcc 2 3 



<210> 135 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 



<220> 

<223> US2-579 s2 



<400> 135 

gctgctaagg ctgccaaccc tg 22 



<210> 136 
<211> 547 
<212> DNA 

<213> Hepatitis E virus 



<220> 

<223> us2-579wb 



<400> 136 
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gctgctaagg ctgccaaccc tggtgcgatt acggttcacg aagctcaggg tgctactttc 60 
acggagacca caattatagc cacggccgac gctaggggcc tcattcagtc atcccgggcc 120 
catgctatag tcgcactcac ccgccatact gagaagtgtg ttattttgga tgcccccggc 180 
ttgttgcgcg aggtcggcat ttcggatgtt attgtcaata actttttcct tgccggtgga 240 
gaggtcggcc atcaccgccc ttctgtgata cctcgcggca atcctgatca gaacctcggg 300 
actctacagg cctttccgcc gtcatgtcag atcagtgctt accatcagtt ggctgaggaa 360 
ctaggtcatc gcccggcccc tgtcgccgcc gtcttgcccc cttgccctga gcttgagcag 42 0 
ggcctgctct atatgccaca agaacttact gtgtccgata gcgtgctggt ttttgagctt 480 
acggatatag tccactgccg tatggccgcc ccaagccagc gaaaggctgt tctctcaacg 54 0 
cttgtgg 54 7 



<210> 137 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-733sl 
<400> 137 

cacagcctca cttatgagct cacc 24 



<210> 138 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-430al 
<400> 138 

cggtgattgc gttcccaggc ate 23 



<210> 139 
<211> 26 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-733s2 
<400> 139 

ctgcaggtaa agatttcatc taatgg 26 



<210> 140 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-430a2 
<400> 140 

ccaggcatca aaactgaggc taac 

<210> 141 
<211> 903 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-851 



<400> 141 


eiz± t~ t~ \~ c*zi t~ c* 

Ciy d. l_ ^ — x — 


t-aat* rrrr 1~ o t~ cr 


gcccctagcg 


ccgcgccggg 


ggaggtggcs 


aggttcaccc 


agcggcattc 


gctgacaggc 


ggtatcttcc 


ccccattctc 


ccctgggcat 


gaggggactt 


tgtatacccg 


aacctggtca 


cctgaggcgg 


ccgctcctgc 


ttcggctgcc 


gttagtgata 


tctgggtgtt 


accaccgccc 


gtaccctctg 


ttcctgagcc 


tgctggattg 


ccccctcctc 


ccgtgcgtaa 


gccggcaaca 


tacacctacc 


ccgacggcgc 


caaggtgtat 


tggttagtca 


atgcctcaaa 


ccctggccat 


tatcaacgtt 


tcccagaagc 


gttctactcg 


gcatacactt 


taaccccgcg 


ccctattatc 


caaaacccga 


agaggcttga 


ggcagcgtac 


gcctacccgc 


ttttgggctc 


gggtatatac 



tgg 
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24 



gattgcactg 


ccacattccc 


cccyggtggc 


60 


gccttctgca 


gtgctcttta 


tagatacaat 


120 


ggactatggc 


tacatcctga 


ggggctgctg 


180 


atttgggagt 


ctgctaaccc 


cttttgcggt 


240 


acctctggtt 


tttctagtga 


tttctccccc 


300 


gccccggggt 


tgccctaccc 


tactccacct 


360 


tcagaggaat 


ctcatgttga 


tgcggcatct 


420 


accagcccta 


ttgtgcttac 


cccccccccc 


480 


tccccgcctc 


cccgcactcg 


ccgtctcctt 


540 


gcggggtcat 


tgtktgagtc 


agactgtgat 


600 


cgccccgggg 


gtggcctctg 


ccatgctttt 


660 


actgaattca 


tcatgcgcga 


gggccttgca 


720 


catgcagtgg 


ctcccgacta 


tagggttgag 


780 


cgggaaactt 


gctcccgtcg 


tggcaccgct 


840 


caggtccctg 


ttagcctcag 


ttttgatgcc 


900 



903 



<210> 142 
<211> 24 
<212> DNA 
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<213> Hepatitis E virus 
<220> 

<223> US2-1168S1 
<400> 142 

gcaggtctgt gttgatgttg tgtc 



<210> 143 
<211> 21 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-dforf2/3 a2 
<400> 143 

ccggtgacac ggcagtcagc g 



<210> 144 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-1168S2 
<400> 144 

gatgttgtgt cccgtgtcta tggag 



<210> 145 

<211> 22 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2 dforf2/3 a3 

<400> 145 

cagctggggc agatcgacga eg 



<210> 146 
<211> 503 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> US2-502 
<400> 146 

gatgttgtgt cccgtgtcta tggagttagc cccgggctgg tacataacct tattggcatg 
ctgcagacca ttgctgatgg caaggcccac tttacagara atattaaacc tgtgcttgac 
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cttacaaatt ccatcataca acgggtggaa tgaataacat gtcttttgca tcgcccatgg 180 
gatcaccatg cgccctaggg ctgttctgtt gttgctcttc gtgcttttgc ctatgctgcc 24 0 
cgcgccaccg gccggccagc cgtctggccg ccgtcgtggg cggcgcagcg gcggtgccgg 3 00 
cggtggtttc tggggtgaca gggttgattc tcagcccttc gccctcccct atattcatcc 360 
aaccaacccc ttcgccgccg atgtcgtttc acaacccggg gctggaactc gccctcgaca 420 
gccgccccgc ccccttggyt ccgcttggcg tgaccagtcc cagcgcccct ccgctgcccc 480 
ccgtcgtcga tctgccccag ctg 503 



<210> 147 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORFl-sl 
<400> 147 

ctggcatyac tactgcyatt gage 24 



<210> 148 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORFl-al 
<400> 148 

ccatcrarrc agtaagtgcg gtc 23 



<210> 149 
<211> 418 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-orfl 
<400> 149 

ctggcattac tactgetatt gagcaggctg ctctggctgc ggctaattcc gecttggega 60 
atgctgtggt ggttcggccg tttctttctc gtgtgcaaac tgagattctt attaatttga 120 
tgcaaccccg gcagttggtc ttccgccctg aggtgctttg gaatcatcct atecageggg 180 
ttatacataa tgaattagag cagtactgcc gggcccgggc tggtcgttgt ttggaggttg 240 
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gagcccaccc gaggtccatt aatgacaacc 
cggtcggccg agatgttcag cgctggtatt 
gccgccgctc cgcgttgcgt ggtctccccc 



ctaatgtctt gcataggtgt tttcttagac 300 
ctgcccctac ccgtggtcct gcggccaatt 36 0 
ctgtcgaccg cacttactgt tttgatgg 418 



<210> 150 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<2 23> HEVConsORF2-sl 
<400> 150 

gacagaattr atttcgtcgg ctgg 24 



<210> 151 
<211> 197 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-orf2 
<400> 151 

gacagaattg atttcgtcgg ctgggggcca actgttttac tcccgcccgg ttgtctcagc 60 
caatggcgag ccaacagtaa agttatatac atctgttgag aatgcgcagc aagacaaggg 12 0 
catcaccatt ccacatgata tagacctggg tgactcccgt gtggttatcc aggattatga 18 0 
taaccagcay gagcaag 197 



<210> 152 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORF2-s2 
<400> 152 

gtygtctcrg ccaatggcga gc 22 



<210> 153 

<211> 901 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-3p 



• # 
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<400> 153 



gttgtctcag 


ccaatggcga 


gccaacagta 


caagacaagg 


gcatcaccat 


tccacatgat 


caggattatg 


ataaccagca 


ygagcaagac 


cccttctcag 


ttcttcgtgc 


caatgatgtt 


gaccagacta 


cgtatgggtc 


gtccaccaac 


gttaatgtgg 


ctactggtgc 


tcaggctgtt 


ctggacggcc 


gcccccttac 


taccattcag 


ctccgcggga 


agctgtcctt 


ttgggaggct 


tataatacta 


ccgctagtga 


ccaaattttg 


atttccacct 


ataccactag 


cttaggtgcc 


ctggctccac 


actctgccct 


tgccgttctt 


catacttttg 


atgatttttg 


cccggagtgc 


cagtctacta 


ttgctgagct 


ccagcgttta 


taattaattc 


cttctgtgcc 


cccttcgtag 


ttccgcgctc 


cctggaaaaa 


aaaaaaaaaa 



M- 

yl c 

y3i 

<210> 154 

<211> 27 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-gap si 

<400> 154 

tatagataac aataggttca cccagcg 

<210> 155 

<211> 25 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us2-gap al 



aagttatata catctgttga gaatgcgcag 6 0 
atagacctgg gtgactcccg tgtggttatc 12 0 
cgacctactc cgtcacctgc cccctctcgc 180 
ttgtggcttt ccctcactgc cgctgagtat 240 
cctatgtatg tctctgacac agttacgctt 300 
gcccgctccc ttgattggtc taaagttact 360 
cagtattcta agacatttta tgttctcccg 420 
ggcacgacta aggccggcta cccttacaat 4 80 
attgagaatg cggccggcca ccgtgtcgct 540 
ggtcctacct cgatctctgc ggtcggcgta 6 00 
gaggatacta ttgattaccc cgcccgtgcc 660 
cgtaccctag gtttgcaggg ttgtgcattc 72 0 
aaaatgaagg taggtaaaac ccgggagtct 780 
tttctttcgc ttttatttct tatttctgct 840 
aaaaaaaaaa agtactagtc gacgcgtggc 9 00 

901 



<400> 155 

attcagtcga gtagaacgct tctgg 



25 
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<210> 
<211> 
<212> 
<213> 



156 

23 

DNA 

Hepatitis 



E virus 



<220> 

<2 23> us2 -gap s2 
<400> 156 

cggactatgg ctacatcctg agg 



<210> 157 
<211> 26 
n <212> DNA 

<213> Hepatitis E virus 



<220> 

<223> us2-gap a2 



M* <400> 157 

ttgactaacc aatcacagtc tgactc v 26 

H 



<210> 158 

<211> 462 

<212> DNA 

<213> Hepatitis E virus 



HJl <220> 

<223> 13906-gap 

<400> 158 

cggactatgg ctacatcctg aggggctgct gggtatcttc cccccattct cccctgggca 60 



tatttgggag 


tctgctaacc 


ccttttgcgg 


tgaggggact 


ttgtataccc 


gaacctggtc 


120 


aacctctggt 


ttttctagtg 


atttctcccc 


ccctgaggcg 


gccgctcctg 


cttcggctgc 


180 


cgccccgggg 


ttgccctacc 


ctactccacc 


tgttagtgat 


atctgggtgt 


taccaccgcc 


240 


ctcagaggaa 


tctcatgttg 


atgcggcatc 


tgtaccctct 


gttcctgagc 


ctgctggatt 


300 


gaccagccct 


attgtgctta 


cccccccccc 


cccccctcct 


cccgtgcgta 


agccggcaac 


360 


atccccgcct 


ccccgcactc 


gccgtctcct 


ttacacctac 


cccgacggcg 


ccaaggtgta 


420 


tgcggggtca 


ttgtttgagt 


cagactgtga 


ttggttagtc 


aa 




462 



<210> 159 

<211> 21 

<212> DNA 

<213> Hepatitis E virus 



<220> 



<223> us-575a 



<400> 159 

gccgggtggt agcagcacct c 



<210> 160 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us-426s 
<400> 160 

cgttgtgctt ttgctgcaga gacc 



<210> 161 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us-84a 
<400> 161 

gaaacggccg aaccaccaca gc 



<210> 162 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us-484s 
<400> 162 . 

cagctgatgt tgcagaggct atgg 



<210> 163 
<211> 22 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> us-78a 
<400> 163 

gccgaaccac cacagcattc gc 



<210> 164 
<211> 7277 
<212> DNA 
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<213> Hepatitis E virus 
<220> 

<223> us2full 



ry 

M 



<400> 164 
tcgacagggg 


gcagaccacg 


tatgtggtcg 


atgccatgga 


ggcccatcag 


ttcattaagg 


60 


ctcctggcat 


tactactgct 


attgagcagg 


ctgctctggc 


tgcggctaat 


tccgccttgg 


120 


cgaatgctgt 


ggtggttcgg 


ccgtttcttt 


ctcgtgtgca 


aactgagatt 


cttattaatt 


180 


tgatgcaacc 


ccggcagttg 


gtcttccgcc 


ctgaggtgct 


ttggaatcat 


cctatccagc 


240 


gggttataca 


taatgaatta 


gagcagtact 


gccgggcccg 


ggctggtcgt 


tgtttggagg 


300 


ttggagccca 


cccgaggtcc 


attaatgaca 


accctaatgt 


cttgcatagg 


tgttttctta 


360 


gaccggtcgg 


ccgagatgtt 


cagcgctggt 


attctgcccc 


tacccgtggt 


cctgcggcca 


420 


attgccgccg 


ctccgcgttg 


cgtggtctcc 


cccctgtcga 


ccgcacctat 


tgttttgatg 


480 


gattttcccg 


ttgtgctttt 


gctgcagaga 


ccggtgtggc 


cctttactct 


ttgcatgacc 


540 


tttggccagc 


tgatgttgca 


gaggctatgg 


cccgccatgg 


gatgacacgc 


ttatacgccg 


600 


cactgcacct 


tccccccgag 


gtgctgctac 


cacccggcac 


ctaccacaca 


acctcgtacc 


660 


tcttgattca 


cgatggcaac 


cgcgctgttg 


taacttacga 


gggcgatact 


agtgcgggct 


720 


ataatcatga 


tgtctccata 


cttcgtgcat 


ggatccgtac 


tactaaaata 


gttggtgacc 


780 


atccattggt 


catagagcga 


gtgcgggcca 


ttgggtgtca 


ttttgtgctg 


ctgctcaccg 


840 


cagcccctga 


accgtcacct 


atgccttatg 


ttccctaccc 


tcgttcaacg 


gaggtgtatg 


900 


tccggtctat 


atttggccct 


ggcggctccc 


catccttgtt 


tccatcagcc 


tgctctacta 


960 


aatctacctt 


tcatgctgtc 


ccggttcaca 


tctgggatcr 


gctcatgctc 


tttggtgcca 


1020 


ccctgracga 


tcaggcgttc 


tgctgttcac 


ggcttatgac 


ttacctccgt 


ggtattagtt 


1080 


ataaggtcac 


tgtcggtgcg 


cttgtcgcta 


atgaggggtg 


gaacgcctct 


gaggatgctc 


1140 


ttactgcagt 


gatcactgcg 


gcctatctga 


ccatctgcca 


tcagcgttac 


cttcgcaccc 


1200 


aggcgatttc 


caagggcatg 


cgccggttgg 


aggttgagca 


tgctcagaaa 


tttatcacaa 


1260 


gactctacag 


ctggctattt 


gagaagtctg 


gccgtgacta 


catccccggc 


cgccagcttc 


1320 


aattttatgc 


acaatgccga 


cggtggcttt 


ctgcaggctt 


ccacctarac 


cccaggrtgc 


1380 


ttgtctttga 


tgaatcagtg 


ccatgccgtt 


gcaggacgtt 


tttgaagaag 


gtcgcgggta 


1440 


aattctgctg 


ttttatgcgg 


tggctggggc 


aggagtgtac 


ctgcttcttg 


gagccagccg 


1500 


agggtttagt 


tggtgatcaa 


ggtcatgaca 


acgaggccta 


tgaaggttct 


gaggtcgacc 


1560 
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cagctgagcc 


tgcacatctt 


gatgtctcgg 


aggccctcta 


tagggcactt 


aatgtcccac 


cggctactgt 


tgagctcgtt 


gctagtccgg 


ataagacctt 


ccggacgacg 


gtggttgatg 


agtatgttct 


gtcatttgac 


gcctctcgcc 


cttatgagct 


cacccctgcc 


ggtctgcagg 


ctgccacatt 


ccccccyggt 


ggcgccccta 


gcagtgctct 


ttatagatac 


aataggttca 


ggctacatcc 


tgaggggctg 


ctgggtatct 


agtctgctaa 


ccccttttgc 


ggtgagggga 


gtttttctag 


tgatttctcc 


ccccctgagg 


ggttgcccta 


ccctactcca 


cctgttagtg 


aatctcatgt 


tgatgcggca 


tctgtaccct 


ctattgtgct 


tacccccccc 


cccccccctc 


ctccccgcac 


tcgccgtctc 


ctttacacct 


cattgtktga 


gtcagactgt 


gattggttag 


9999tggcct 


ctgccatgct 


ttttatcaac 


tcatcatgcg 


cgagggcctt 


gcagcataca 


tggctcccga 


ctatagggtt 


gagcaaaacc 


cttgctcccg 


tcgtggcacc 


gctgcctacc 


ctgttagcct 


cagttttgat 


gcctgggaac 


tgacagagcc 


cgccgcagcc 


tggtttgagg 


taactgagga 


cacggcccgt 


acggccaacc 


ttggccgtgc 


ttgtgccggc 


tgcaccatca 


ccggggtccc 


gggctcaggc 


aagtcaaggt 


ttgtgcccac 


ccgggagctc 


cgtaacagct 


ctcacacagc 


ggcccgtgtt 


actatcggcc 


tcccaccgca 


cctgctgctg 


ttacacatgc 



ggacttatgc cgtccatggg caccagcttg 1620 
atgatattgc cgctcgagcc tcccgactaa 1680 
accgcttaga gtgccgcact gtacttggta 1740 
gcgcccatct tgaagcgaat ggccctgagg 1800 
agtctatggg ggccgggtcg cacagcctca 186 0 
taaagatttc atctaatggt ctggattgca 192 0 
gcgccgcgcc gggggaggtg gcsgccttct 198 0 
cccagcggca ttcgctgaca ggcggactat 2 040 
tccccccatt ctcccctggg catatttggg 2100 
ctttgtatac ccgaacctgg tcaacctctg 2160 
cggccgctcc tgcttcggct gccgccccgg 222 0 
atatctgggt gttaccaccg ccctcagagg 2280 
ctgttcctga gcctgctgga ttgaccagcc 2340 
ctcccgtgcg taagccggca acatccccgc 2400 
accccgacgg cgccaaggtg tatgcggggt 246 0 
tcaatgcctc aaaccctggc catcgccccg 2 52 0 
gtttcccaga agcgttctac tcgactgaat 2580 
ctttaacccc gcgccctatt atccatgcag 2640 
cgaagaggct tgaggcagcg taccgggaaa 2 70 0 
cgcttttggg ctcgggtata taccaggtcc 2760 
gcaatcaccg ccccggcgat gagctttact 2 82 0 
ctaataagcc ggcgcagccg gcgcttacta 2880 
tggcattaga gattgatgcc gccacagagg 2 94 0 
gccccgggat tgtgcactat cagtttaccg 3000 
ccatacaaca gggagatgtc gatgtggtgg 3060 
ggcgtcgccg gggttttgcg gccttcacac 312 0 
gccgcgttgt gattgatgag gctccatctc 3180 
agcgggcctc ctcggtccat ctccttggtg 324 0 
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atccaaacca 


gattcctgct 


attgattttg 


agcatgccgg 


cctggtcccc 


gcgatccgcc 


3300 




ccgagcttgc 


gccaacgagc 


tggtggcacg 


ttacacaccg 


ttgcccggcc 


gatgtgtgcg 


3360 




agctcatacg 


tggggcctac 


cccaaaattc 


agaccacgag 


ccgtgtgcta 


cggtccctgt 


3420 




tttggaacga 


accggccatc 


ggccaaaagt 


tggtttttac 


gcaggctgct 


aaggctgcca 


3480 




accctggtgc 


gattacggtt 


cacgaagctc 


agggtgctac 


tttcacggag 


accacaatta 


3540 




tagccacggc 


cgacgctagg 


ggcctcattc 


agtcatcccg 


ggcccatgct 


atagtcgcac 


3600 




tcacccgcca 


tactgagaag 


tgtgttattt 


tggatgcccc 


cggcttgttg 


cgcgaggtcg 


3660 




gcatttcgga 


tgttattgtc 


aataactttt 


tccttgccgg 


tggagaggtc 


ggccatcacc 


3720 




gcccttctgt 


gatacctcgc 


ggcaatcctg 


atcagaacct 


cgggactcta 


caggcctttc 


3780 


Hi 


cgccgtcatg 


tcagatcagt 


gcttaccatc 


agttggctga 


ggaactaggt 


catcgcccgg 


3840 


at 


cccctgtcgc 


cgccgtcttg 


cccccttgcc 


ctgagcttga 


gcagggcctg 


ctctatatgc 


3900 


Mi 


cacaagaact 


tactgtgtcc 


gatagcgtgc 


tggtttttga 


gcttacggat 


atagtccact 


3960 


===a : 
- j ; 


gccgtatggc 


cgccccaagc 


cagcgaaagg 


ctgttctctc 


aacgcttgtg 


gggaggtacg 


4020 




gccgtaggac 


taaattatat 


gaggcggcgc 


attcagatgt 


ccgtgagtcc 


ctagcgaggt 


4080 


b 


ttatccccac 


catcgggcct 


gttcgggcta 


ccacatgtga 


gctgtacgag 


ctggttgaag 


4140 


rO: 


ccatggtaga 


gaagggtcag 


gacggatctg 


ccgtcctaga 


gctcgacctt 


tgcaatcgtg 


4200 


la 


acgtctcgcg 


catcacattt 


ttccaaaagg 


attgcaataa 


gtttacaact 


ggtgagacta 


4260 




tcgcccatgg 


caaggttggc 


cagggcatat 


cggcctggag 


caagaccttc 


tgtgctctgt 


4320 




ttggcccgtg 


gttccgcgcc 


attgaaaagg 


aaatattggc 


cctactcccg 


cctaatatct 


4380 




tttatggcga 


cgcctatgag 


gagtcagtgt 


ttgctgccgc 


tgtgtccggg 


gcagggtcat 


4440 




gtatggtatt 


tgaaaatgac 


ttctcagagt 


ttgacagtac 


ccagaataat 


ttctctctcg 


4500 




gccttgagtg 


tgtggttatg 


gaggagtgcg 


gcatgcccca 


atggttaatt 


aggttgtacc 


4560 




atctggtccg 


gtcagcctgg 


attttgcagg 


cgccgaagga 


gtctcttaag 


gggttttgga 


4620 




agaagcactc 


tggtgagcct 


ggtacccttc 


tctggaacac 


tgtctggaac 


atggcgatta 


4680 




tagcacattg 


ctaygagttc 


cgtgactttc 


gtgttgccgc 


cttcaagggt 


gatgattcag 


4740 




tggtcctctg 


tagtgactac 


cgacagrgcc 


gtaacgcggc 


tgccttaatt 


gcaggctgtg 


4800 




ggctcaaatt 


gaaggttgat 


taccgcccta 


tcgggctata 


tgctggagtg 


gtggtggccc 


4860 




ccggtttggg 


gacactgccc 


gatgtggtgc 


gttttgccgg 


tcggttatct 


gagaagaatt 


4920 




ggggccctgg 


cccggagcgt 


gctgagcagc 


tgcgtcttgc 


tgtttgtgat 


ttccttcgag 


4980 
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ggttgacgaa 


tgttgcgcag 


gtctgtgttg 


atgttgtgtc 


ccgtgtctat 


ggagttagcc 


5040 




ccgggctggt 


acataacctt 


attggcatgc 


tgcagaccat 


tgctgatggc 


aaggcccact 


5100 




ttacagaraa 


tattaaacct 


gtgcttgacc 


ttacaaattc 


catcatacaa 


cgggtggaat 


5160 




gaataacatg 


tcttttgcat 


cgcccatggg 


atcaccatgc 


gccctagggc 


tgttctgttg 


5220 




ttgctcttcg 


tgcttttgcc 


tatgctgccc 


gcgccaccgg 


ccggccagcc 


gtctggccgc 


5280 




cgtcgtgggc 


ggcgcagcgg 


cggtgccggc 


ggtggtttct 


ggggtgacag 


ggttgattct 


5340 




cagcccttcg 


ccctccccta 


tattcatcca 


accaacccct 


tcgccgccga 


tgtcgtttca 


5400 




caacccgggg 


ctggaactcg 


ccctcgacag 


ccgccccgcc 


cccttggytc 


cgcttggcgt 


5460 


f n 

• iH 
~ J; 


gaccagtccc 


agcgcccctc 


cgctgccccc 


cgtcgtcgat 


ctgccccagc 


tggggctgcg 


5520 


:=i: 

CHi 


ccgctgactg 


ccgtgtcacc 


ggctcctgac 


acagcccctg 


tacctgatgt 


tgactcacgt 


5580 




ggtgctattc 


tgcgccggca 


gtacaatttg 


tccacgtccc 


cgctcacgtc 


atctgtcgct 


5640 


::=*: 


tcgggtacta 


atttggtcct 


ctatgctgcc 


ccgctgaatc 


ccctcttgcc 


tctccaggat 


5700 




ggtaccaaca 


ctcatattat 


ggctactgag 


gcatccaatt 


atgcccagta 


tcgggttgtt 


5760 




cgagctacaa 


tccgttatcg 


cccgctggtg 


ccgaatgccg 


ttggtggcta 


tgccatttcc 


5820 




atttctttct 


ggccccaaac 


tacaactacc 


cctacttctg 


tcgatatgaa 


ttctattact 


5880 


tccacygatg 


ttaggatttt 


ggttcagccc 


ggtattgcct 


ccgagctagt 


catccccagt 


5940 




gagcgccttc 


attaccgtaa 


tcaaggctgg 


cgctctgttg 


agaccacggg 


tgtggctgag 


6000 




gaggaggcta 


cttccggtct 


ggtaatgctt 


tgcattcatg 


gctctcctgt 


taattcctac 


6060 




actaatacac 


cttacactgg 


tgcgctgggg 


cttcttgatt 


ttgcactaga 


gcttgaattt 


6120 




aggaatttga 


cacccgggaa 


caccaacacc 


cgtgtttccc 


ggtataccag 


cacagcccgc 


6180 




caccggctgc 


gccgtggtgc 


tgatgggact 


gctgagctta 


ctaccacagc 


agccacacgt 


6240 




ttcatgaagg 


acctgcactt 


cgctggcacg 


aatggcgttg 


gtgaggtggg 


tcgtggtatc 


6300 




gccctgacac 


tgttcaatct 


cgctgatacg 


cttctcggcg 


gtttaccgac 


agaattgatt 


6360 




tcgtcggctg 


ggggccaact 


gttttactcc 


cgcccggttg 


tctcagccaa 


tggcgagcca 


6420 




acagtaaagt 


tatatacatc 


tgttgagaat 


gcgcagcaag 


acaagggcat 


caccattcca 


6480 




catgatatag 


acctgggtga 


ctcccgtgtg 


gttatccagg 


attatgataa 


ccagcaygag 


6540 




caagaccgac 


ctactccgtc 


acctgccccc 


tctcgcccct 


tctcagttct 


tcgtgccaat 


6600 




gatgttttgt 


ggctttccct 


cactgccgct 


gagtatgacc 


agactacgta 


tgggtcgtcc 


6660 
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accaacccta tgtatgtctc tgacacagtt acgcttgtta atgtggctac tggtgctcag 6 720 
gctgttgccc gctcccttga ttggtctaaa gttactctgg acggccgccc ccttactacc 6780 
attcagcagt attctaagac attttatgtt ctcccgctcc gcgggaagct gtccttttgg 6840 
gaggctggca cgactaaggc cggctaccct tacaattata atactaccgc tagtgaccaa 6900 
attttgattg agaatgcggc cggccaccgt gtcgctattt ccacctatac cactagctta 6960 
ggtgccggtc ctacctcgat ctctgcggtc ggcgtactgg ctccacactc tgcccttgcc 7020 
gttcttgagg atactattga ttaccccgcc cgtgcccata cttttgatga tttttgcccg 7080 
gagtgccgta ccctaggttt gcagggttgt gcattccagt ctactattgc tgagctccag 714 0 
cgtttaaaaa tgaaggtagg taaaacccgg gagtcttaat taattccttc tgtgccccct 7200 
tcgtagtttc tttcgctttt atttcttatt tctgctttcc gcgctccctg gaaaaaaaaa 7260 
aaaaaaaaaa aaaaaaa 7277 



<210> 165 
<211> 7277 
<212> DNA 

<213> Hepatitis E virus 

<220> 

<221> CDS 

<222> (36) . . (5162) 

<223> orfl 

<220> 
<221> CDS 

<222> (5197) . . (7179) 
<223> orf2 

<220> 

<221> misc_feature 

<222> (5159) . . (5527) 

<223> CDS- orf3 

<220> 

<223> us2full 
<400> 165 

tcgacagggg gcagaccacg tatgtggtcg atgcc atg gag gcc cat cag ttc 53 

Met Glu Ala His Gin Phe 
1 5 

att aag get cct ggc att act act get att gag cag get get ctg get 101 
lie Lys Ala Pro Gly lie Thr Thr Ala lie Glu Gin Ala Ala Leu Ala 
10 15 20 

gcg get aat tec gcc ttg gcg aat get gtg gtg gtt egg ccg ttt ctt 149 
Ala Ala Asn Ser Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu 
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25 30 35 

tct cgt gtg caa act gag att ctt att aat ttg atg caa ccc egg cag 197 
Ser Arg Val Gin Thr Glu lie Leu lie Asn Leu Met Gin Pro Arg Gin 
40 45 50 

ttg gtc ttc cgc cct gag gtg ctt tgg aat cat cct ate cag egg gtt 245 
Leu Val Phe Arg Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val 

55 60 65 70 

ata cat aat gaa tta gag cag tac tgc egg gec egg get ggt cgt tgt 2 93 
lie His Asn Glu Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys 

75 80 85 

ttg gag gtt gga gec cac ccg agg tec att aat gac aac cct aat gtc 341 

Leu Glu Val Gly Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val 
90 95 100 

ttg cat agg tgt ttt ctt aga ccg gtc ggc cga gat gtt cag cgc tgg 389 

^ Leu His Arg Cys Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp 
=:S 105 110 115 

frj; tat tct gec cct ace cgt ggt cct gcg gee aat tgc cgc cgc tec gcg 437 

La. Tyr Ser Ala Pro Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala 
V 120 125 130 

_^ ttg cgt ggt etc ccc cct gtc gac cgc ace tat tgt ttt gat gga ttt 4 85 

* . Leu Arg Gly Leu Pro Pro Val Asp Arg Thr Tyr Cys Phe Asp Gly Phe 

J* 135 140 145 150 

rljj tec cgt tgt get ttt get gca gag acc ggt gtg gec ctt tac tct ttg 533 

M: Ser Arg Cys Ala Phe Ala Ala Glu Thr Gly Val Ala Leu Tyr Ser Leu 

yj 155 160 165 

cat gac ctt tgg cca get gat gtt gca gag get atg gec cgc cat ggg 581 

His Asp Leu Trp Pro Ala Asp Val Ala Glu Ala Met Ala Arg His Gly 
170 175 180 

atg aca cgc tta tac gec gca ctg cac ctt ccc ccc gag gtg ctg eta 629 

Met Thr Arg Leu Tyr Ala Ala Leu His Leu Pro Pro Glu Val Leu Leu 
185 190 195 

cca ccc ggc acc tac cac aca acc teg tac etc ttg att cac gat ggc 677 

Pro Pro Gly Thr Tyr His Thr Thr Ser Tyr Leu Leu lie His Asp Gly 
200 205 210 

aac cgc get gtt gta act tac gag ggc gat act agt gcg ggc tat aat 725 

Asn Arg Ala Val Val Thr Tyr Glu Gly Asp Thr Ser Ala Gly Tyr Asn 

215 220 225 230 

cat gat gtc tec ata ctt cgt gca tgg ate cgt act act aaa ata gtt 773 

His Asp Val Ser lie Leu Arg Ala Trp lie Arg Thr Thr Lys lie Val 

235 240 245 

ggt gac cat cca ttg gtc ata gag cga gtg egg gec att ggg tgt cat 821 

Gly Asp His Pro Leu Val lie Glu Arg Val Arg Ala lie Gly Cys His 
250 255 260 
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ttt gtg ctg ctg etc acc gca gec cct gaa ccg tea cct atg cct tat 869 

Phe Val Leu Leu Leu Thr Ala Ala Pro Glu Pro Ser Pro Met Pro Tyr 

265 270 275 

gtt ccc tac cct cgt tea acg gag gtg tat gtc egg tct ata ttt ggc 917 

Val Pro Tyr Pro Arg Ser Thr Glu Val Tyr Val Arg Ser lie Phe Gly 

280 285 290 

cct ggc ggc tec cca tec ttg ttt cca tea gee tgc tct act aaa tct 965 

Pro Gly Gly Ser Pro Ser Leu Phe Pro Ser Ala Cys Ser Thr Lys Ser 

295 300 305 310 

acc ttt cat get gtc ccg gtt cac ate tgg gat erg etc atg etc ttt 1013 

Thr Phe His Ala Val Pro Val His lie Trp Asp Xaa Leu Met Leu Phe 

315 320 325 

£3 ggt gee acc ctg rac gat cag gcg ttc tgc tgt tea egg ctt atg act 1061 

43: Gly Ala Thr Leii Xaa Asp Gin Ala Phe Cys Cys Ser Arg Leu Met Thr 

jj 330 335 340 

m 

fg ; tac etc cgt ggt att agt tat aag gtc act gtc ggt gcg ctt gtc get 1109 

f T Tyr Leu Arg Gly lie Ser Tyr Lys Val Thr Val Gly Ala Leu Val Ala 

r J. 345 350 355 



aat gag ggg tgg aac gee tct gag gat get ctt act gca gtg ate act 1157 
Asn Glu Gly Trp Asn Ala Ser Glu Asp Ala Leu Thr Ala Val lie Thr 
^ 360 365 370 

H: gcg gee tat ctg acc ate tgc cat cag cgt tac ctt cgc acc cag gcg 1205 

^ Ala Ala Tyr Leu Thr lie Cys His Gin Arg Tyr Leu Arg Thr Gin Ala 

375 380 385 * 390 

3: 

att tec aag ggc atg cgc egg ttg gag gtt gag cat get cag aaa ttt 1253 
lie Ser Lys Gly Met Arg Arg Leu Glu Val Glu His Ala Gin Lys Phe 
395 400 405 

ate aca aga etc tac age tgg eta ttt gag aag tct ggc cgt gac tac 13 01 
lie Thr Arg Leu Tyr Ser Trp Leu Phe Glu Lys Ser Gly Arg Asp Tyr 
410 415 420 

ate ccc ggc cgc cag ctt caa ttt tat gca caa tgc cga egg tgg ctt 1349 
lie Pro Gly Arg Gin Leu Gin Phe Tyr Ala Gin Cys Arg Arg Trp Leu 
425 430 435 

tct gca ggc ttc cac eta rac ccc agg rtg ctt gtc ttt gat gaa tea 1397 
Ser Ala Gly Phe His Leu Xaa Pro Arg Xaa Leu Val Phe Asp Glu Ser 
440 445 450 

gtg cca tgc cgt tgc agg acg ttt ttg aag aag gtc gcg ggt aaa ttc 1445 
Val Pro Cys Arg Cys Arg Thr Phe Leu Lys Lys Val Ala Gly Lys Phe 
455 460 465 470 

tgc tgt ttt atg egg tgg ctg ggg cag gag tgt acc tgc ttc ttg gag 1493 
Cys Cys Phe Met Arg Trp Leu Gly Gin Glu Cys Thr Cys Phe Leu Glu 
475 480 485 
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cca gcc gag ggt tta gtt ggt gat caa ggt cat gac aac gag gcc tat 1541 

Pro Ala Glu Gly Leu Val Gly Asp Gin Gly His Asp Asn Glu Ala Tyr 
490 495 500 

gaa ggt tct gag gtc gac cca get gag cct gca cat ctt gat gtc teg 1589 

Glu Gly Ser Glu Val Asp Pro Ala Glu Pro Ala His Leu Asp Val Ser 

505 510 515 

ggg act tat gcc gtc cat ggg cac cag ctt gag gcc etc tat agg gca 163 7 

Gly Thr Tyr Ala Val His Gly His Gin Leu Glu Ala Leu Tyr Arg Ala 

520 525 530 

ctt aat gtc cca cat gat att gcc get cga gcc tec cga eta acg get 1685 

Leu Asn Val Pro His Asp lie Ala Ala Arg Ala Ser Arg Leu Thr Ala 
535 540 545 550 

act gtt gag etc gtt get agt ccg gac cgc tta gag tgc cgc act gta 1733 

Thr Val Glu Leu Val Ala Ser Pro Asp Arg Leu Glu Cys Arg Thr Val 
□ 555 560 565 

ctt ggt aat aag ace ttc egg acg acg gtg gtt gat ggc gcc cat ctt 1781 

7^ Leu Gly Asn Lys Thr Phe Arg Thr Thr Val Val Asp Gly Ala His Leu 



570 575 580 

gaa gcg aat ggc cct gag gag tat gtt ctg tea ttt gac gcc tct cgc 182 9 

N 1 Glu Ala Asn Gly Pro Glu Glu Tyr Val Leu Ser Phe Asp Ala Ser Arg 

: J[ 585 590 595 

cag tct atg ggg gcc ggg teg cac age etc act tat gag etc ace cct 1877 

ij; Gin Ser Met Gly Ala Gly Ser His Ser Leu Thr Tyr Glu Leu Thr Pro 

600 605 610 



gcc ggt ctg cag gta aag att tea tct aat ggt ctg gat tgc act gcc 1925 
Ala Gly Leu Gin Val Lys lie Ser Ser Asn Gly Leu Asp Cys Thr Ala 
615 620 625 630 

aca ttc ccc ccy ggt ggc gcc cct age gcc gcg ccg ggg gag gtg ges 1973 
Thr Phe Pro Xaa Gly Gly Ala Pro Ser Ala Ala. Pro Gly Glu Val Xaa 
635 640 645 

gcc ttc tgc agt get ctt tat aga tac aat agg ttc ace cag egg cat 2 021 
Ala Phe Cys Ser Ala Leu Tyr Arg Tyr Asn Arg Phe Thr Gin Arg His 
650 655 660 

teg ctg aca ggc gga eta tgg eta cat cct gag ggg ctg ctg ggt ate 2 069 
Ser Leu Thr Gly Gly Leu Trp Leu His Pro Glu Gly Leu Leu Gly lie 
665 670 675 

ttc ccc cca ttc tec cct ggg cat att tgg gag tct get aac ccc ttt 2117 
Phe Pro Pro Phe Ser Pro Gly His lie Trp Glu Ser Ala Asn Pro Phe 
680 685 690 

tgc ggt gag ggg act ttg tat ace cga ace tgg tea ace tct ggt ttt 2165 
Cys Gly Glu Gly Thr Leu Tyr Thr Arg Thr Trp Ser Thr Ser Gly Phe 
695 700 705 710 

tct agt gat ttc tec ccc cct gag gcg gcc get cct get teg get gcc 2213 
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935 940 945 950 

gag gac acg gcc cgt acg gcc aac ctg gca tta gag att gat gcc gcc 2 933 
Glu Asp Thr Ala Arg Thr Ala Asn Leu Ala Leu Glu lie Asp Ala Ala 
955 960 965 

aca gag gtt ggc cgt get tgt gcc ggc tgc acc ate age ccc ggg att 2981 
Thr Glu Val Gly Arg Ala Cys Ala Gly Cys Thr lie Ser Pro Gly lie 
970 975 980 

gtg cac tat cag ttt acc gcc ggg gtc ccg ggc tea ggc aag tea agg 3 029 
Val His Tyr Gin Phe Thr Ala Gly Val Pro Gly Ser Gly Lys Ser Arg 
985 990 995 

tec ata caa cag gga gat gtc gat gtg gtg gtt gtg ccc acc egg gag 3077 
Ser lie Gin Gin Gly Asp Val Asp Val Val Val Val Pro Thr Arg Glu 
1000 1005 1010 

'^f etc cgt aac age tgg cgt cgc egg ggt ttt gcg gcc ttc aca cct cac 312 5 

Leu Arg Asn Ser Trp Arg Arg Arg Gly Phe Ala Ala Phe Thr Pro His 
1015 1020 1025 1030 

m 

fjj aca gcg gcc cgt gtt act ate ggc cgc cgc gtt gtg att gat gag get 3173 

U : Thr Ala Ala Arg Val Thr lie Gly Arg Arg Val Val lie Asp Glu Ala 

j*. 1035 1040 1045 

cca tct etc cca ccg cac ctg ctg ctg tta cac atg cag egg gcc tec 3221 
* Pro Ser Leu Pro Pro His Leu Leu Leu Leu His Met Gin Arg Ala Ser 

1050 1055 1060 

rUl teg gtc cat etc ctt ggt gat cca aac cag att cct get att gat ttt 3269 

Ser Val His Leu Leu Gly Asp Pro Asn Gin lie Pro Ala lie Asp Phe 
J3: 1065 1070* 1075 

gag cat gcc ggc ctg gtc ccc gcg ate cgc ccc gag ctt gcg cca acg 3317 
Glu His Ala Gly Leu Val Pro Ala lie Arg Pro Glu Leu Ala Pro Thr 
1080 1085 1090 

age tgg tgg cac gtt aca cac cgt tgc ccg gcc gat gtg tgc gag etc 3365 
Ser Trp Trp His Val Thr His Arg Cys Pro Ala Asp Val Cys Glu Leu 
1095 1100 1105 1110 

ata cgt ggg gcc tac ccc aaa att cag acc acg age cgt gtg eta egg 3413 
lie Arg Gly Ala Tyr Pro Lys lie Gin Thr Thr Ser Arg Val Leu Arg 
1115 1120 1125 

tec ctg ttt tgg aac gaa ccg gcc ate ggc caa aag ttg gtt ttt acg 3461 
Ser Leu Phe Trp Asn Glu Pro Ala lie Gly Gin Lys Leu Val Phe Thr 
1130 1135 1140 

cag get get aag get gcc aac cct ggt gcg att acg gtt cac gaa get 3509 
Gin Ala Ala Lys Ala Ala Asn Pro Gly Ala lie Thr Val His Glu Ala 
1145 1150 1155 

ca 9 get act ttc acg gag acc aca att ata gcc acg gcc gac get 3557 

Gin Gly Ala Thr Phe Thr Glu Thr Thr lie lie Ala Thr Ala Asp Ala 
1160 1165 1170 
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a 99 99 c ctc att ca 9 tca tcc c 99 9 CC cat 9 ct ata 9 tc 9 ca ctc acc 3605 
Arg Gly Leu lie Gin Ser Ser Arg Ala His Ala lie Val Ala Leu Thr 
1175 1180 1185 1190 

cgc cat act gag aag tgt gtt att ttg gat gcc ccc ggc ttg ttg cgc 3653 
Arg His Thr Glu Lys Cys Val lie Leu Asp Ala Pro Gly Leu Leu Arg 
1195 1200 1205 

gag gtc ggc att teg gat gtt att gtc aat aac ttt ttc ctt gcc ggt 3701 
Glu Val Gly lie Ser Asp Val lie Val Asn Asn Phe Phe Leu Ala Gly 
1210 1215 1220 

gga gag gtc ggc cat cac cgc cct tct gtg ata cct cgc ggc aat cct 3 74 9 
Gly Glu Val Gly His His Arg Pro Ser Val lie Pro Arg Gly Asn Pro 
1225 1230 1235 

C3 gat cag aac ctc ggg act eta cag gcc ttt ccg ccg tca tgt cag ate 3 7 97 

y3i Asp Gin Asn Leu Gly Thr Leu Gin Ala Phe Pro Pro Ser Cys Gin lie 

jj 1240 1245 1250 

m 

f j agt get tac cat cag ttg get gag gaa eta ggt cat cgc ccg gcc cct 3845 

I'l' Ser Ala Tyr His Gin Leu Ala Glu Glu Leu Gly His Arg Pro Ala Pro 

^2 12 5 5 12 6 0 12 6 5 12 7 0 



m 



gtc gcc gcc gtc ttg ccc cct tgc cct gag ctt gag cag ggc ctg ctc 3893 

Val Ala Ala Val Leu Pro Pro Cys Pro Glu Leu Glu Gin Gly Leu Leu 

1275 1280 ^ 1285 

tat atg cca caa gaa ctt act gtg tcc gat age gtg ctg gtt ttt gag 3941 

Tyr Met Pro Gin Glu Leu Thr Val Ser Asp Ser Val Leu Val Phe Glu 

1290 1295 1300 

ctt acg gat ata gtc cac tgc cgt atg gcc gcc cca age cag cga aag 3 98 9 

Leu Thr Asp lie Val His Cys Arg Met Ala Ala Pro Ser Gin Arg Lys 

1305 1310 1315 

get gtt ctc tca acg ctt gtg ggg agg tac ggc cgt agg act aaa tta 4 03 7 

Ala Val Leu Ser Thr Leu Val Gly Arg Tyr Gly Arg Arg Thr Lys Leu 

1320 1325 1330 

tat gag gcg gcg cat tca gat gtc cgt gag tcc eta gcg agg ttt ate 4 085 

Tyr Glu Ala Ala His Ser Asp Val Arg Glu Ser Leu Ala Arg Phe lie 

1335 1340 1345 1350 

ccc acc ate ggg cct gtt egg get acc aca tgt gag ctg tac gag ctg 4133 

Pro Thr lie Gly Pro Val Arg Ala Thr Thr Cys Glu Leu Tyr Glu Leu 

1355 1360 1365 

gtt gaa gcc atg gta gag aag ggt cag gac gga tct gcc gtc eta gag 4181 

Val Glu Ala Met Val Glu Lys Gly Gin Asp Gly Ser Ala Val Leu Glu 

1370 1375 1380 



ctc gac ctt tgc aat cgt gac gtc teg cgc ate aca ttt ttc caa aag 
Leu Asp Leu Cys Asn Arg Asp Val Ser Arg lie Thr Phe Phe Gin Lys 
1385 1390 1395 



4229 
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Arg Leu Ser Glu Lys Asn Trp Gly Pro Gly Pro Glu Arg Ala Glu Gin 
1625 1630 1635 

ctg cgt ctt get gtt tgt gat ttc ctt cga ggg ttg acg aat gtt gcg 4 997 

Leu Arg Leu Ala Val Cys Asp Phe Leu Arg Gly Leu Thr Asn Val Ala 
1640 1645 1650 

cag gtc tgt gtt gat gtt gtg tec cgt gtc tat gga gtt age ccc ggg 5045 

Gin Val Cys Val Asp Val Val Ser Arg Val Tyr Gly Val Ser Pro Gly 

1655 1660 1665 1670 

ctg gta cat aac ctt att ggc atg ctg cag ace att get gat ggc aag 5093 

Leu Val His Asn Leu lie Gly Met Leu Gin Thr lie Ala Asp Gly Lys 

1675 1680 1685 

gec cac ttt aca gar aat att aaa cct gtg ctt gac ctt aca aat tec 5141 

Ala His Phe Thr Xaa Asn lie Lys Pro Val Leu Asp Leu Thr Asn Ser 

1690 1695 1700 

ate ata caa egg gtg gaa tga ataacatgtc ttttgeateg cccatgggat cacc 5196 
lie lie Gin Arg Val Glu 
1705 

atg cgc cct agg get gtt ctg ttg ttg etc ttc gtg ctt ttg cct atg 5244 

Met Arg Pro Arg Ala Val Leu Leu Leu Leu Phe Val Leu Leu Pro Met 

1710 1715 1720 1725 

ctg ccc gcg cca ccg gee ggc cag ccg tct ggc cgc cgt cgt ggg egg 52 92 

Leu Pro Ala Pro Pro Ala Gly Gin Pro Ser Gly Arg Arg Arg Gly Arg 

1730 1735 1740 



— ■ cgc age ggc ggt gee ggc ggt ggt ttc tgg ggt gac agg gtt gat tct 5340 

r*- Arg Ser Gly Gly Ala Gly Gly Gly Phe Trp Gly Asp Arg Val Asp Ser 

ii: 1745 1750 1755 



cag ccc ttc gee etc ccc tat att cat cca ace aac ccc ttc gee gec 5388 

Gin Pro Phe Ala Leu Pro Tyr lie His Pro Thr Asn Pro Phe Ala Ala 
1760 1765 1770 

gat gtc gtt tea caa ccc ggg get gga act cgc cct cga cag ccg ccc 5436 

Asp Val Val Ser Gin Pro Gly Ala Gly Thr Arg Pro Arg Gin Pro Pro 
1775 1780 1785 

cgc ccc ctt ggy tec get tgg cgt gac cag tec cag cgc ccc tec get 5484 

Arg Pro Leu Xaa Ser Ala Trp Arg Asp Gin Ser Gin Arg Pro Ser Ala 
1790 1795 1800 1805 

gec ccc cgt cgt cga tct gee cca get ggg get gcg ccg ctg act gee 5532 

Ala Pro Arg Arg Arg Ser Ala Pro Ala Gly Ala Ala Pro Leu Thr Ala 
1810 1815 1820 

gtg tea ccg get cct gac aca gee cct gta cct gat gtt gac tea cgt 5580 

Val Ser Pro Ala Pro Asp Thr Ala Pro Val Pro Asp Val Asp Ser Arg 
1825 1830 1835 



ggt get att ctg cgc egg cag tac aat ttg tec acg tec ccg etc acg 
Gly Ala lie Leu Arg Arg Gin Tyr Asn Leu Ser Thr Ser Pro Leu Thr 



5628 
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1840 1845 1850 

tea tct gtc get teg ggt act aat ttg gtc etc tat get gec ccg ctg 
Ser Ser Val Ala Ser Gly Thr Asn Leu Val Leu Tyr Ala Ala Pro Leu 
1855 1860 1865 

aat ccc etc ttg cct etc cag gat ggt ace aac act cat att atg get 
Asn Pro Leu Leu Pro Leu Gin Asp Gly Thr Asn Thr His lie Met Ala 
1870 1875 1880 1885 

act gag gca tec aat tat gee cag tat egg gtt gtt cga get aca ate 
Thr Glu Ala Ser Asn Tyr Ala Gin Tyr Arg Val Val Arg Ala Thr lie 
1890 1895 1900 

cgt tat cgc ccg ctg gtg ccg aat gec gtt ggt ggc tat gee att tec 
Arg Tyr Arg Pro Leu Val Pro Asn Ala Val Gly Gly Tyr Ala lie Ser 
1905 1910 1915 

att tct ttc tgg ccc caa act aca act acc cct act tct gtc gat atg 
lie Ser Phe Trp Pro Gin Thr Thr Thr Thr Pro Thr Ser Val Asp Met 
1920 1925 1930 

aat tct att act tec acy gat gtt agg att ttg gtt cag ccc ggt att 
Asn Ser lie Thr Ser Xaa Asp Val Arg lie Leu Val Gin Pro Gly lie 
1935 1940 1945 

gec tec gag eta gtc ate ccc agt gag cgc ctt cat tac cgt aat caa 
Ala Ser Glu Leu Val lie Pro Ser Glu Arg Leu His Tyr Arg Asn Gin 
1950 1955 1960 1965 

ggc tgg cgc tct gtt gag acc acg ggt gtg get gag gag gag get act 
Gly Trp Arg Ser Val Glu Thr Thr Gly Val Ala Glu Glu Glu Ala Thr 
1970 1975 1980 

tec ggt ctg gta atg ctt tgc att cat ggc tct cct gtt aat tec tac 
Ser Gly Leu Val Met Leu Gys lie His Gly Ser Pro Val Asn Ser Tyr 
1985 1990 1995 

act aat aca cct tac act ggt gcg ctg ggg ctt ctt gat ttt gca eta 
Thr Asn Thr Pro Tyr Thr Gly Ala Leu Gly Leu Leu Asp Phe Ala Leu 
2000 2005 2010 

gag ctt gaa ttt agg aat ttg aca ccc ggg aac acc aac acc cgt gtt 
Glu Leu Glu Phe Arg Asn Leu Thr Pro Gly Asn Thr Asn Thr Arg Val 
2015 2020 2025 

tec egg tat acc age aca gee cgc cac egg ctg cgc cgt ggt get gat 
Ser Arg Tyr Thr Ser Thr Ala Arg His Arg Leu Arg Arg Gly Ala Asp 
2030 2035 2040 2045 

ggg act get gag ctt act acc aca gca gee aca cgt ttc atg aag gac 
Gly Thr Ala Glu Leu Thr Thr Thr Ala Ala Thr Arg Phe Met Lys Asp 
2050 2055 2060 



ctg cac ttc get ggc acg aat ggc gtt ggt gag gtg ggt cgt ggt ate 
Leu His Phe Ala Gly Thr Asn Gly Val Gly Glu Val Gly Arg Gly lie 
2065 2070 2075 
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gcc ctg aca ctg ttc aat etc get gat acg ctt etc ggc ggt tta ccg 6348 

Ala Leu Thr Leu Phe Asn Leu Ala Asp Thr Leu Leu Gly Gly Leu Pro 
2080 2085 2090 

aca gaa ttg att teg teg get ggg ggc caa ctg ttt tac tec cgc ccg 6396 

Thr Glu Leu lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 
2095 2100 2105 

gtt gtc tea gcc aat ggc gag cca aca gta aag tta tat aca tct gtt 6444 

Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
2110 2115 2120 2125 

gag aat gcg cag caa gac aag ggc ate acc att cca cat gat ata gac 6492 

Glu Asn Ala Gin Gin Asp Lys Gly lie Thr lie Pro His Asp lie Asp 
2130 2135 2140 

ctg ggt gac tec cgt gtg gtt ate cag gat tat gat aac cag cay gag 6540 

Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Asp Asn Gin Xaa Glu 
yj . 2145 2150 2155 

rfj; caa gac cga cct act ccg tea cct gcc ccc tct cgc ccc ttc tea gtt 6588 

fr]; Gin Asp Arg Pro Thr Pro Ser Pro Ala Pro Ser Arg Pro Phe Ser Val 

l! 2160 2165 2170 



-a, 



ctt cgt gcc aat gat gtt ttg tgg ctt tec etc act gcc get gag tat 6636 
Leu Arg Ala Asn Asp Val Leu Trp Leu Ser Leu Thr Ala Ala Glu Tyr 
2175 2180 2185 



rfJi gac cag act acg tat ggg teg tec acc aac cct atg tat gtc tct gac 6684 

f\k Asp Gin Thr Thr Tyr Gly Ser Ser Thr Asn Pro Met Tyr Val Ser Asp 

La : 2190 2195 2200 2205 



aca gtt acg ctt gtt aat gtg get act ggt get cag get gtt gcc cgc 6 732 
Thr Val Thr Leu Val Asn Val Ala Thr Gly Ala Gin Ala Val Ala Arg 
2210 2215 2220 

tec ctt gat tgg tct aaa gtt act ctg gac ggc cgc ccc ctt act acc 6780 
Ser Leu Asp Trp Ser Lys Val Thr Leu Asp Gly Arg Pro Leu Thr Thr 
2225 2230 2235 

att cag cag tat tct aag aca ttt tat gtt etc ccg etc cgc ggg aag 6828 
lie Gin Gin Tyr Ser Lys Thr Phe Tyr Val Leu Pro Leu Arg Gly Lys 
2240 2245 2250 

ctg tec ttt tgg gag get ggc acg act aag gcc ggc tac cct tac aat 6876 
Leu Ser Phe Trp Glu Ala Gly Thr Thr Lys Ala Gly Tyr Pro Tyr Asn 
2255 2260 2265 

tat aat act acc get agt gac caa att ttg att gag aat gcg gcc ggc 6 924 
Tyr Asn Thr Thr Ala Ser Asp Gin lie Leu lie Glu Asn Ala Ala Gly 
2270 2275 2280 2285 

cac cgt gtc get att tec acc tat acc act age tta ggt gcc ggt cct 6972 
His Arg Val Ala lie Ser Thr Tyr Thr Thr Ser Leu Gly Ala Gly Pro 
2290 2295 2300 
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acc teg ate tct gcg gtc ggc gta ctg get cca cac tct gee ctt gec 7020 
Thr Ser lie Ser Ala Val Gly Val Leu Ala Pro His Ser Ala Leu Ala 
2305 2310 2315 

gtt ctt gag gat act att gat tac ccc gec cgt gec cat act ttt gat 7068 
Val Leu Glu Asp Thr lie Asp Tyr Pro Ala Arg Ala His Thr Phe Asp 
2320 2325 2330 

gat ttt tgc ccg gag tgc cgt acc eta ggt ttg cag ggt tgt gca ttc 7116 
Asp Phe Cys Pro Glu Cys Arg Thr Leu Gly Leu Gin Gly Cys Ala Phe 
2335 2340 2345 

cag tct act att get gag etc cag cgt tta aaa atg aag gta ggt aaa 7164 
Gin Ser Thr lie Ala Glu Leu Gin Arg Leu Lys Met Lys Val Gly Lys 
2350 2355 2360 2365 

acc egg gag tct taa ttaattcctt ctgtgccccc ttcgtagttt etttegcttt 7219 
Thr Arg Glu Ser 

2370 

tatttcttat ttctgettte cgcgctccct ggaaaaaaaa aaaaaaaaaa aaaaaaaa 72 77 



<210> 166 
<211> 1708 
<212> PRT 

<213> Hepatitis E virus 
<400> 166 

Met Glu Ala His Gin Phe lie Lys Ala Pro Gly lie Thr Thr Ala lie 
15 10 15 

Glu Gin Ala Ala Leu Ala Ala Ala Asn Ser Ala Leu Ala Asn Ala Val 
20 25 30 

Val Val Arg Pro Phe Leu Ser Arg Val Gin Thr Glu lie Leu lie Asn 
35 40 45 

Leu Met Gin Pro Arg Gin Leu Val Phe Arg Pro Glu Val Leu Trp Asn 
50 55 60 

His Pro lie Gin Arg Val lie His Asn Glu Leu Glu Gin Tyr Cys Arg 
65 70 75 80 

Ala Arg Ala Gly Arg Cys Leu Glu Val Gly Ala His Pro Arg Ser lie 
85 90 95 

Asn Asp Asn Pro Asn Val Leu His Arg Cys Phe Leu Arg Pro Val Gly 
100 105 110 

Arg Asp Val Gin Arg Trp Tyr Ser Ala Pro Thr Arg Gly Pro Ala Ala 
115 120 125 

Asn Cys Arg Arg Ser Ala Leu Arg Gly Leu Pro Pro Val Asp Arg Thr 
130 135 140 



Tyr Cys Phe Asp Gly Phe Ser Arg Cys Ala Phe Ala Ala Glu Thr Gly 
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145 150 155 160 

Val Ala Leu Tyr Ser Leu His Asp Leu Trp Pro Ala Asp Val Ala Glu 
165 170 175 

Ala Met Ala Arg His Gly Met Thr Arg Leu Tyr Ala Ala Leu His Leu 
180 185 190 

Pro Pro Glu Val Leu Leu Pro Pro Gly Thr Tyr His Thr Thr Ser Tyr 
195 200 205 

Leu Leu lie His Asp Gly Asn Arg Ala Val Val Thr Tyr Glu Gly Asp 
210 215 220 

Thr Ser Ala Gly Tyr Asn His Asp Val Ser lie Leu Arg Ala Trp lie 
225 230 235 240 

Arg Thr Thr Lys lie Val Gly Asp His Pro Leu Val lie Glu Arg Val 
245 250 255 

Arg Ala lie Gly Cys His Phe Val Leu Leu Leu Thr Ala Ala Pro Glu 
260 265 270 

Pro Ser Pro Met Pro Tyr Val Pro Tyr Pro Arg Ser Thr Glu Val Tyr 
275 280 285 

Val Arg Ser lie Phe Gly Pro Gly Gly Ser Pro Ser Leu Phe Pro Ser 
290 295 300 

Ala Cys Ser Thr Lys Ser Thr Phe His Ala Val Pro Val His lie Trp 
305 310 315 320 

Asp Xaa Leu Met Leu Phe Gly Ala Thr Leu Xaa Asp Gin Ala Phe Cys 
325 330 335 

Cys Ser Arg Leu Met Thr Tyr Leu Arg Gly lie Ser Tyr Lys Val Thr 
340 345 350 

Val Gly Ala Leu Val Ala Asn Glu Gly Trp Asn Ala Ser Glu Asp Ala 
355 360 365 

Leu Thr Ala Val lie Thr Ala Ala Tyr Leu Thr lie Cys His Gin Arg 
370 375 380 

Tyr Leu Arg Thr Gin Ala lie Ser Lys Gly Met Arg Arg Leu Glu Val 
385 390 395 400 

Glu His Ala Gin Lys Phe lie Thr Arg Leu Tyr Ser Trp Leu Phe Glu 
405 410 415 

Lys Ser Gly Arg Asp Tyr lie Pro Gly Arg Gin Leu Gin Phe Tyr Ala 
420 425 430 

Gin Cys Arg Arg Trp Leu Ser Ala Gly Phe His Leu Xaa Pro Arg Xaa 
435 440 445 

Leu Val Phe Asp Glu Ser Val Pro Cys Arg Cys Arg Thr Phe Leu Lys 
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450 455 460 

Lys Val Ala Gly Lys Phe Cys Cys Phe Met Arg Trp Leu Gly Gin Glu 
465 470 475 480 

Cys Thr Cys Phe Leu Glu Pro Ala Glu Gly Leu Val Gly Asp Gin Gly 
485 490 495 

His Asp Asn Glu Ala Tyr Glu Gly Ser Glu Val Asp Pro Ala Glu Pro 
500 505 510 

Ala His Leu Asp Val Ser Gly Thr Tyr Ala Val His Gly His Gin Leu 
515 520 525 

Glu Ala Leu Tyr Arg Ala Leu Asn Val Pro His Asp lie Ala Ala Arg 
530 535 540 

Ala Ser Arg Leu Thr Ala Thr Val Glu Leu Val Ala Ser Pro Asp Arg 
545 550 555 560 

Leu Glu Cys Arg Thr Val Leu Gly Asn Lys Thr Phe Arg Thr Thr Val 
565 570 575 

Val Asp Gly Ala His Leu Glu Ala Asn Gly Pro Glu Glu Tyr Val Leu 
580 585 590 

Ser Phe Asp Ala Ser Arg Gin Ser Met Gly Ala Gly Ser His Ser Leu 
595 600 605 

Thr Tyr Glu Leu Thr Pro Ala Gly Leu Gin Val Lys lie Ser Ser Asn 
610 615 620 

Gly Leu Asp Cys Thr Ala Thr Phe Pro Xaa Gly Gly Ala Pro Ser Ala 
625 630 635 640 

Ala Pro Gly Glu Val Xaa Ala Phe Cys Ser Ala Leu Tyr Arg Tyr Asn 
645 650 655 

Arg Phe Thr Gin Arg His Ser Leu Thr Gly Gly Leu Trp Leu His Pro 
660 665 670 

Glu Gly Leu Leu Gly lie Phe Pro Pro Phe Ser Pro Gly His lie Trp 
675 680 685 

Glu Ser Ala Asn Pro Phe Cys Gly Glu Gly Thr Leu Tyr Thr Arg Thr 
690 695 700 

Trp Ser Thr Ser Gly Phe Ser Ser Asp Phe Ser Pro Pro Glu Ala Ala 
705 710 715 720 

Ala Pro Ala Ser Ala Ala Ala Pro Gly Leu Pro Tyr Pro Thr Pro Pro 
725 730 735 

Val Ser Asp lie Trp Val Leu Pro Pro Pro Ser Glu Glu Ser His Val 
740 745 750 

Asp Ala Ala Ser Val Pro Ser Val Pro Glu Pro Ala Gly Leu Thr Ser 
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755 760 765 

Pro lie Val Leu Thr Pro Pro Pro Pro Pro Pro Pro Val Arg Lys Pro 
770 775 780 

Ala Thr Ser Pro Pro Pro Arg Thr Arg Arg Leu Leu Tyr Thr Tyr Pro 
785 790 795 800 

Asp Gly Ala Lys Val Tyr Ala Gly Ser Leu Xaa Glu Ser Asp Cys Asp 
805 810 815 

Trp Leu Val Asn Ala Ser Asn Pro Gly His Arg Pro Gly Gly Gly Leu 
820 825 830 

Cys His Ala Phe Tyr Gin Arg Phe Pro Glu Ala Phe Tyr Ser Thr Glu 
835 840 845 

Phe lie Met Arg Glu Gly Leu Ala Ala Tyr Thr Leu Thr Pro Arg Pro 
850 855 860 

lie lie His Ala Val Ala Pro Asp Tyr Arg Val Glu Gin Asn Pro Lys 
865 870 875 880 

Arg Leu Glu Ala Ala Tyr Arg Glu Thr Cys Ser Arg Arg Gly Thr Ala 
885 890 895 

Ala Tyr Pro Leu Leu Gly Ser Gly lie Tyr Gin Val Pro Val Ser Leu 
900 905 910 

Ser Phe Asp Ala Trp Glu Arg Asn His Arg Pro Gly Asp Glu Leu Tyr 
915 920 925 

Leu Thr Glu Pro Ala Ala Ala Trp Phe Glu Ala Asn Lys Pro Ala Gin 
930 935 940 

Pro Ala Leu Thr lie Thr Glu Asp Thr Ala Arg Thr Ala Asn Leu Ala 
945 950 955 960 

Leu Glu lie Asp Ala Ala Thr Glu Val Gly Arg Ala Cys Ala Gly Cys 
965 970 975 

Thr lie Ser Pro Gly lie Val His Tyr Gin Phe Thr Ala Gly Val Pro 
980 985 990 

Gly Ser Gly Lys Ser Arg Ser lie Gin Gin Gly Asp Val Asp Val Val 
995 1000 1005 

Val Val Pro Thr Arg Glu Leu Arg Asn Ser Trp Arg Arg Arg Gly Phe 
1010 1015 1020 

Ala Ala Phe Thr Pro His Thr Ala Ala Arg Val Thr lie Gly Arg Arg 
025 1030 1035 1040 

Val Val lie Asp Glu Ala Pro Ser Leu Pro Pro His Leu Leu Leu Leu 
1045 1050 1055 



His Met Gin Arg Ala Ser Ser Val His Leu Leu Gly Asp Pro Asn Gin 
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1060 1065 1070 

lie Pro Ala lie Asp Phe Glu His Ala Gly Leu Val Pro Ala He Arg 
1075 1080 1085 

Pro Glu Leu Ala Pro Thr Ser Trp Trp His Val Thr His Arg Cys Pro 
1090 1095 1100 

Ala Asp Val Cys Glu Leu He Arg Gly Ala Tyr Pro Lys He Gin Thr 
105 1110 1115 1120 

Thr Ser Arg Val Leu Arg Ser Leu Phe Trp Asn Glu Pro Ala He Gly 
1125 1130 1135 

Gin Lys Leu Val Phe Thr Gin Ala Ala Lys Ala Ala Asn Pro Gly Ala 
1140 1145 1150 

He Thr Val His Glu Ala Gin Gly Ala Thr Phe Thr Glu Thr Thr He 
1155 1160 1165 

He Ala Thr Ala Asp Ala Arg Gly Leu He Gin Ser Ser Arg Ala His 
1170 1175 1180 

Ala He Val Ala Leu Thr Arg His Thr Glu Lys Cys Val He Leu Asp 
185 1190 1195 1200 

Ala Pro Gly Leu Leu Arg Glu Val Gly He Ser Asp Val He Val Asn 
1205 1210 1215 

Asn Phe Phe Leu Ala Gly Gly Glu Val Gly His His Arg Pro Ser Val 
1220 1225 1230 

He Pro Arg Gly Asn Pro Asp Gin Asn Leu Gly Thr Leu Gin Ala Phe 
1235 1240 1245 

Pro Pro Ser Cys Gin He Ser Ala Tyr His Gin Leu Ala Glu Glu Leu 
1250 1255 1260 

Gly His Arg Pro Ala Pro Val Ala Ala Val Leu Pro Pro Cys Pro Glu 
265 1270 1275 1280 

Leu Glu Gin Gly Leu Leu Tyr Met Pro Gin Glu Leu Thr Val Ser Asp 
1285 1290 1295 

Ser Val Leu Val Phe Glu Leu Thr Asp He Val His Cys Arg Met Ala 
1300 1305 1310 

Ala Pro Ser Gin Arg Lys Ala Val Leu Ser Thr Leu Val Gly Arg Tyr 
1315 1320 1325 

Gly Arg Arg Thr Lys Leu Tyr Glu Ala Ala His Ser Asp Val Arg Glu 
1330 1335 1340 

Ser Leu Ala Arg Phe He Pro Thr He Gly Pro Val Arg Ala Thr Thr 
345 1350 1355 1360 



Cys Glu Leu Tyr Glu Leu Val Glu Ala Met Val Glu Lys Gly Gin Asp 
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1365 1370 1375 

Gly Ser Ala Val Leu Glu Leu Asp Leu Cys Asn Arg Asp Val Ser Arg 
1380 1385 1390 

lie Thr Phe Phe Gin Lys Asp Cys Asn Lys Phe Thr Thr Gly Glu Thr 
1395 1400 1405 

lie Ala His Gly Lys Val Gly Gin Gly lie Ser Ala Trp Ser Lys Thr 
1410 1415 1420 

Phe Cys Ala Leu Phe Gly Pro Trp Phe Arg Ala lie Glu Lys Glu lie 
425 1430 1435 1440 

Leu Ala Leu Leu Pro Pro Asn lie Phe Tyr Gly Asp Ala Tyr Glu Glu 
1445 1450 1455 

Ser Val Phe Ala Ala Ala Val Ser Gly Ala Gly Ser Cys Met Val Phe 
1460 1465 1470 

Glu Asn Asp Phe Ser Glu Phe Asp Ser Thr Gin Asn Asn Phe Ser Leu 
1475 1480 1485 

Gly Leu Glu Cys Val Val Met Glu Glu Cys Gly Met Pro Gin Trp Leu 
1490 1495 1500 

lie Arg Leu Tyr His Leu Val Arg Ser Ala Trp lie Leu Gin Ala Pro 
505 1510 1515 1520 

Lys Glu Ser Leu Lys Gly Phe Trp Lys Lys His Ser Gly Glu Pro Gly 
1525 1530 1535 

Thr Leu Leu Trp Asn Thr Val Trp Asn Met Ala lie lie Ala His Cys 
1540 1545 1550 

Xaa Glu Phe Arg Asp Phe Arg Val Ala Ala Phe Lys Gly Asp Asp Ser 
1555 1560 1565 

Val Val Leu Cys Ser Asp Tyr Arg Gin Xaa Arg Asn Ala Ala Ala Leu 
1570 1575 1580 

lie Ala Gly Cys Gly Leu Lys Leu Lys Val Asp* Tyr Arg Pro lie Gly 
585 1590 1595 1600 

Leu Tyr Ala Gly Val Val Val Ala Pro Gly Leu Gly Thr Leu Pro Asp 
1605 1610 1615 

Val Val Arg Phe Ala Gly Arg Leu Ser Glu Lys Asn Trp Gly Pro Gly 
1620 1625 1630 

Pro Glu Arg Ala Glu Gin Leu Arg Leu Ala Val Cys Asp Phe Leu Arg 
1635 1640 1645 

Gly Leu Thr Asn Val Ala Gin Val Cys Val Asp Val Val Ser Arg Val 
1650 1655 1660 

Tyr Gly Val Ser Pro Gly Leu Val His Asn Leu lie Gly Met Leu Gin 
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665 1670 1675 1680 

Thr He Ala Asp Gly Lys Ala His Phe Thr Xaa Asn He Lys Pro Val 
1685 1690 1695 

Leu Asp Leu Thr Asn Ser He He Gin Arg Val Glu 
1700 1705 



<210> 167 
<211> 660 
<212> PRT 

<213> Hepatitis E virus 
<400> 167 

Met Arg Pro Arg Ala Val Leu Leu Leu Leu Phe Val Leu Leu Pro Met 
15 10 15 

Leu Pro Ala Pro Pro Ala Gly Gin Pro Ser Gly Arg Arg Arg Gly Arg 
20 25 30 

Arg Ser Gly Gly Ala Gly Gly Gly Phe Trp Gly Asp Arg Val Asp Ser 
35 40 45 

Gin Pro Phe Ala Leu Pro Tyr He His Pro Thr Asn Pro Phe Ala Ala 
50 55 60 

Asp Val Val Ser Gin Pro Gly Ala Gly Thr Arg Pro Arg Gin Pro Pro 
65 70 75 80 

Arg Pro Leu Xaa Ser Ala Trp Arg Asp Gin Ser Gin Arg Pro Ser Ala 
85 90 95 

Ala Pro Arg Arg Arg Ser Ala Pro Ala Gly Ala Ala Pro Leu Thr Ala 
100 105 110 

Val Ser Pro Ala Pro Asp Thr Ala Pro Val Pro Asp Val Asp Ser Arg 
115 120 125 

Gly Ala He Leu Arg Arg Gin Tyr Asn Leu Ser Thr Ser Pro Leu Thr 
130 135 140 

Ser Ser Val Ala Ser Gly Thr Asn Leu Val Leu Tyr Ala Ala Pro Leu 
145 150 155 160 

Asn Pro Leu Leu Pro Leu Gin Asp Gly Thr Asn Thr His He Met Ala 
165 170 175 

Thr Glu Ala Ser Asn Tyr Ala Gin Tyr Arg Val Val Arg Ala Thr He 
180 185 190 

Arg Tyr Arg Pro Leu Val Pro Asn Ala Val Gly Gly Tyr Ala He Ser 
195 200 205 



He Ser Phe Trp Pro Gin Thr Thr Thr Thr Pro Thr Ser Val Asp Met 
210 215 220 
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Asn Ser lie Thr Ser Xaa Asp Val Arg lie Leu Val Gin Pro Gly lie 
225 230 235 240 

Ala Ser Glu Leu Val lie Pro Ser Glu Arg Leu His Tyr Arg Asn Gin 
245 * 250 255 

Gly Trp Arg Ser Val Glu Thr Thr Gly Val Ala Glu Glu Glu Ala Thr 
260 265 270 

Ser Gly Leu Val Met Leu Cys lie His Gly Ser Pro Val Asn Ser Tyr 
275 280 285 

Thr Asn Thr Pro Tyr Thr Gly Ala Leu Gly Leu Leu Asp Phe Ala Leu 
290 295 300 

Glu Leu Glu Phe Arg Asn Leu Thr Pro Gly Asn Thr Asn Thr Arg Val 
305 310 315 320 

Ser Arg Tyr Thr Ser Thr Ala Arg His Arg Leu Arg Arg Gly Ala Asp 
325 330 335 

Gly Thr Ala Glu Leu Thr Thr Thr Ala Ala Thr Arg Phe Met Lys Asp 
340 345 350 

Leu His Phe Ala Gly Thr Asn Gly Val Gly Glu Val Gly Arg Gly lie 
355 360 365 

Ala Leu Thr Leu Phe Asn Leu Ala Asp Thr Leu Leu Gly Gly Leu Pro 
370 375 380 

Thr Glu Leu lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 
385 390 395 400 

Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
405 410 415 

Glu Asn Ala Gin Gin Asp Lys Gly lie Thr lie Pro His Asp lie Asp 
420 425 430 

Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Asp Asn Gin Xaa Glu 
435 440 445 

Gin Asp Arg Pro Thr Pro Ser Pro Ala Pro Ser Arg Pro Phe Ser Val 
450 455 460 

Leu Arg Ala Asn Asp Val Leu Trp Leu Ser Leu Thr Ala Ala Glu Tyr 
465 470 475 480 

Asp Gin Thr Thr Tyr Gly Ser Ser Thr Asn Pro Met Tyr Val Ser Asp 
485 490 495 

Thr Val Thr Leu Val Asn Val Ala Thr Gly Ala Gin Ala Val Ala Arg 
500 505 510 



Ser Leu Asp Trp Ser Lys Val Thr Leu Asp Gly Arg Pro Leu Thr Thr 
515 520 525 
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He Gin Gin Tyr Ser Lys Thr Phe Tyr Val Leu Pro Leu Arg Gly Lys 
530 535 540 

Leu Ser Phe Trp Glu Ala Gly Thr Thr Lys Ala Gly Tyr Pro Tyr Asn 
545 550 555 560 

Tyr Asn Thr Thr Ala Ser Asp Gin He Leu He Glu Asn Ala Ala Gly 
565 570 575 

His Arg Val Ala He Ser Thr Tyr Thr Thr Ser Leu Gly Ala Gly Pro 
580 585 590 

Thr Ser He Ser Ala Val Gly Val Leu Ala Pro His Ser Ala Leu Ala 
595 600 605 

Val Leu Glu Asp Thr He Asp Tyr Pro Ala Arg Ala His Thr Phe Asp 
610 615 620 

Asp Phe Cys Pro Glu Cys Arg Thr Leu Gly Leu Gin Gly Cys Ala Phe 
625 630 635 640 

Gin Ser Thr He Ala Glu Leu Gin Arg Leu Lys Met Lys Val Gly Lys 
645 650 655 

Thr Arg Glu Ser 
660 



<210> 168 
<211> 122 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> us2 orf3 



<400> 168 
Met Asn Asn Met 
1 

Gly Leu Phe Cys 
20 

His Arg Pro Ala 
35 

Val Pro Ala Val 
50 

Pro Ser Pro He 
65 

His Asn Pro Gly 



Xaa Pro Leu Gly 
100 



Ser Phe Ala Ser 
5 

Cys Cys Ser Ser 



Ser Arg Leu Ala 
40 

Val Ser Gly Val 
55 

Phe He Gin Pro 
70 

Leu Glu Leu Ala 
85 

Val Thr Ser Pro 



Pro Met Gly Ser 
10 

Cys Phe Cys Leu 
25 

Ala Val Val Gly 



Thr Gly Leu He 
60 

Thr Pro Ser Pro 
75 

Leu Asp Ser Arg 
90 

Ser Ala Pro Pro 
105 



Pro Cys Ala Leu 
15 

Cys Cys Pro Arg 
30 

Gly Ala Ala Ala 
45 

Leu Ser Pro Ser 



Pro Met Ser Phe 
80 

Pro Ala Pro Leu 
95 

Leu Pro Pro Val 
110 
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Val Asp Leu Pro Gin Leu Gly Leu Arg Arg 
115 120 



<210> 169 
<211> 33 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> M 4-2 
<400> 169 

Ala Asn Gin Pro Gly His Leu Ala Pro Leu Gly Glu lie Arg Pro Ser 
15 10 15 

Ala Pro Pro Leu Pro Pro Val Ala Asp Leu Pro Gin Pro Gly Leu Arg 
20 25 30 

Arg 



<210> 170 
<211> 48 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> M 3-2e 
<400> 170 

Thr Phe Asp Tyr Pro Gly Arg Ala His Thr Phe Asp Asp Phe Cys Pro 
1 5 10 15 

Glu Cys Arg Ala Leu Gly Leu Gin Gly Cys Ala Phe Gin Ser Thr Val 
20 25 30 

Ala Glu Leu Gin Arg Leu Lys Val Lys Val Gly Lys Thr Arg Glu Leu 
35 40 45 



<210> 171 
<211> 33 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> B 4-2 



<400> 171 

Ala Asn Pro Pro Asp His Ser Ala Pro Leu Gly Val Thr Arg Pro Ser 
15 10 15 
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Ala Pro Pro Leu Pro His Val Val Asp Leu Pro Gin Leu Gly Pro Arg 
20 25 30 

Arg 



<210> 172 
<211> 48 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> B 3-2e 
<400> 172 

Thr Leu Asp Tyr Pro Ala Arg Ala His Thr Phe Asp Asp Phe Cys Pro 
15 10 15 

Glu Cys Arg Pro Leu Gly Leu Gin Gly Cys Ala Phe Gin Ser Thr Val 
20 25 30 

Ala Glu Leu Gin Arg Leu Lys Met Lys Val Gly Lys Thr Arg Glu Leu 
35 40 45 



<210> 173 
<211> 33 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> ORF3 (u4.2) 
<400> 173 

Asp Ser Arg Pro Ala Pro Ser Val Pro Leu Gly Val Thr Ser Pro Ser 
15 10 15 

Ala Pro Pro Leu Pro Pro Val Val Asp Leu Pro Gin Leu Gly Leu Arg 
20 25 30 

Arg 



<210> 174 
<211> 48 
<212> PRT 

<213> Hepatitis E virus 



<220> 

<223> 0RF2 (u3.2e) 
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<400> 174 

Thr Val Asp Tyr Pro Ala Arg Ala 
1 5 

Glu Cys Arg Thr Leu Gly Leu Gin 
20 

Ala Glu Leu Gin Arg Leu Lys Met 
35 40 



His Thr Phe Asp Asp Phe Cys Pro 
10 15 

Gly Cys Ala Phe Gin Ser Thr lie 
25 30 

Lys Val Gly Lys Thr Arg Glu Ser 
45 



<210> 175 
<211> 33 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> US 4-2 
<400> 175 

Asp Ser Arg Pro Ala Pro Ser Val Pro Leu Gly Val Thr Ser Pro Ser 
1 5 10 15 

Ala Pro Pro Leu Pro Pro Val Val Asp Leu Pro Gin Leu Gly Leu Arg 
20 25 30 



<210> 176 
<211> 48 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> US 3-2e 
<400> 176 

Thr Val Asp Tyr Pro Ala Arg Ala His Thr Phe Asp Asp Phe Cys Pro 
15 10 15 

Glu Cys Arg Thr Leu Gly Val Gin Gly Cys Ala Phe Gin Ser Thr lie 
20 25 30 

Ala Glu Val Gin Arg Leu Lys Met Lys Val Gly Lys Thr Arg Glu Val 
35 40 45 



<210> 
<211> 



177 

21 
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<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORFl-s2 
<400> 177 

ctgccytlcgc gaatgctgtg g 21 



<210> 178 
<211> 24 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<22 3> HEVConsORFl-a2 
<400> 178 

ggcagwrtac carcgctgaa catc 24 



<210> 179 
<211> 294 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> zl2-orfl (G.S.) 
<400> 179 

tggcattact actgccattg agcaagctgc tctggctgcg gccaattctg ccttggcgaa 6 0 
tgctgtggtg gttcggccgt ttttatctcg tttacagact gagattctta ttaatttgat 120 
gcaaccccga cagttggtct ttcgacctga ggtgttctgg aaccatccca tccaacgtgt 180 
tatacataat gaattggagc agtactgccg ggcccgggcc ggtcgctgtc tggaaattgg 24 0 
agcccatcca aggtcaatca atgataatcc taatgttctg catcggtgtt tcct 294 

<210> 180 
<211> 418 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> zl2-orf 1 . con 
<400> 180 

ctggcattac tactgctatt gagcaagctg ctctgggtgc ggccaattct gccttggcga 60 
atgctgtggt ggttcggccg tttttatctc gtttacagac tgagattctt attaatttga 12 0 
tgcaaccccg acagttggtc tttcgacctg aggtgttctg gaaccatccc atccaacgtg 180 
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ttatacataa tgaattggag cagtactgcc 
gagcccatcc aaggtcaatc aatgataatc 
cggtcgggag ggacgttcag cgctggtact 
gccgccggtc tgcgctgcgt ggtctccccc 



gggcccgggc cggtcgctgt ctggaaattg 24 0 
ctaatgttct gcatcggtgc tttttacgac 300 
ccgcccccac ccgtggcccc gcggccaact 36 0 
ctgtcgaccg cacttactgc ctcgatgg 418 



<210> 181 
<211> 197 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> zl2-orf2.con 
<400> 181 

gacagaatta atttcgtcgg ctgggggtca actgttctac tcccgccctg tcgtctcagc 60 
caatggcgag ccgactgtca agttatacac atctgttgag aatgcacagc aggataaggg 12 0 
gatagctatt ccacatgaca tagatttggg cgactctcgt ttggtaatcc aggattatga 180 
taaccaacac gaacaag 197 



<210> 182 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<22 3> HEVConsORF2/3-sl 
<400> 182 

gtatcggkyk gaatgaataa catgt 2 5 



<210> 183 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORF2/3-al 
<400> 183 

aggggttggt tggatgaata taggg 2 5 



<210> 184 
<211> 234 
<212> DNA 

<213> Hepatitis E virus 
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<223> zl2-orf 23 . con 





<400> 184 
gtatcggktt 


gaatgaataa 


catgttttgt 


gcatcgccca 


tgggatcacc 


atgcgcccta 


60 




gggttgttct 


gttgttgttc 


ctcgtgtttc 


tgcctatgct 


gcccgcgcca 


ccggccggcc 


120 




agycgactgg 


ccgccgtcgt 


gggcggcgca 


gcggcggtgc 


cggcggtggt 


ttctggggtg 


180 




acagggttga 


ttctcagccc 


ttcgccctcc 


cctatattca 


tccaaccaac 


ccct 


234 




<210> 185 
<211> 890 
<212> DNA 

<213> Hepatitis E virus 










y3 


<220> 

<223> zl2-3p.race 














.4 Arts IQc: 

gtcgtctcgg 


ccaatggcga 


gccgac tgtc 


aagttataca 


catctgttga 


gaatgcacag 


60 


£Q. 

M- 


caggataagg 


ggatagctat 


tccacatgac 


atagatttgg 


gcgactctcg 


tttggtaatc 


120 


sis*.-. 

M 


caggattacg 


ataatcagca 


cgagcaggac 


cggcccaccc 


cttcgcccgc 


cccgtctcgt 


180 




cctttctcgg 


tcctccgcgc 


taatgatgct 


ttgtggcttt 


ctcttaccgc 


tgctgagtat 


240 


fU: 


gaccagacta 


catatgggtc 


gtccaccaac 


ccgatgtatg 


tctcagacac 


tgttacattt 


300 




gtcaatgtgg 


ccacaggggc 


tcaggctgtc 


gcccgttctc 


ttgattggtc 


taaagttacc 


360 




ctggacggcc 


gccctcttac 


taccatccag 


cagtactcta 


agacatttta 


tgttctccca 


420 




cttcgcggga 


agttatcttt 


ttgggaggct 


ggcacaacta 


aagccggtta 


cccttataat 


480 




tataacacaa 


ctgctagtga 


ccagattctg 


attgaaaacg 


cggctggcca 


tcgtgtcgct 


540 




atatctactt 


atactactag 


cctgggcgcc 


ggccctgtgt 


cagttt ctgc 


Qcr 1 1 crcr t ct t Q 


600 




ttagccccac 


actcgagcct 


tgctattctt 


gaagacactg 


ttgactatcc 


ggcccgtgct 


660 




cacacttttg 


atgacttctg 


tccggaatgc 


cgtgccctgg 


gtctgcaggg 


gtgtgctttt 


720 




caatctacta 


tcgctgagct 


ccagcgtctt 


aaaatgaagg 


taggcaaaac 


ccgggagttt 


780 




taattaattc 


ttcttgtgcc 


cccttcacgg 


ttctcgcttt 


atttctttct 


tctgcctccc 


840 




gcgctccctg 


gaaaaaaaaa 


aaaaaaaaaa 


gtactagtcg 


acgcgtggcc 




890 



<210> 186 
<211> 919 
<212> DNA 

<213> Hepatitis E virus 



• # 
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<220> 

<223> zl2-3p.con 
<400> 186 





gacagaatta 


atttcgtcgg 


ctgggggtca 


actgttctac 


tcccgccctg 


tcgtctcagc 


60 




caatggcgag 


ccgactgtca 


agttatacac 


atctgttgag 


aatgcacagc 


aggataaggg 


120 




gatagctatt 


ccacatgaca 


tagatttggg 


cgactctcgt 


ttggtaatcc 


aggattacga 


180 




taatcagcac 


gagcaggacc 


ggcccacccc 


ttcgcccgcc 


ccgtctcgtc 


ctttctcggt 


240 




cctccgcgct 


aatgatgctt 


tgtggctttc 


tcttaccgct 


gctgagtatg 


accagactac 


300 




atatgggtcg 


tccaccaacc 


cgatgtatgt 


ctcagacact 


gttacatttg 


tcaatgtggc 


360 




cacaggggct 


caggctgtcg 


cccgttctct 


tgattggtct 


aaagttaccc 


tggacggccg 


420 


y3- 


ccctcttact 


accatccagc 


agtactctaa 


gacattttat 


gttctcccac 


ttcgcgggaa 


480 




gttatctttt 


t cr Q Q a cr cr c t cr 


gcacaactaa 


agccggttac 


ccttataatt 


ataacacaac 


540 




tgctagtgac 


cagattctga 


ttgaaaacgc 


ggctggccat 


cgtgtcgcta 


tatctactta 


600 




tactactagc 


ctgggcgccg 


gccctgtgtc 


agtttctgcg 


gttggtgtgt 


tagccccaca 


660 




ctcgagcctt 


gctattcttg 


aagacactgt 


tgactatccg 


gcccgtgctc 


acacttttga 


720 




tgacttctgt 


ccggaatgcc 


gtgccctggg 


tctgcagggg 


tgtgcttttc 


aatctactat 


780 




cgctgagctc 


cagcgtctta 


aaatgaaggt 


aggcaaaacc 


cgggagtttt 


aattaattct 


840 


y3; 


tcttgtgccc 


ccttcacggt 


tctcgcttta 


tttctttctt 


ctgcctcccg 


cgctccctgg 


900 



aaaaaaaaaa aaaaaaaaa 919 



<210> 187 
<211> 138 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<2 23> zl2-orf 1 .pep 
<400> 187 

Gly lie Thr Thr Ala lie Glu Gin Ala Ala Leu Gly Ala Ala Asn Ser 
15 10 15 

Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Leu Gin 
20 25 30 

Thr Glu lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe Arg 
35 40 45 



Pro Glu Val Phe Trp Asn His Pro lie Gin Arg Val lie His Asn Glu 
50 55 60 



• 
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Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu lie Gly 
65 70 75 80 

Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg Cys 
85 90 95 

Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala Pro 
100 105 110 

Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly Leu 
115 120 125 

Pro Pro Val Asp Arg Thr Tyr Cys Leu Asp 
130 135 



m 


<210> 
<211> 
<212> 
<213> 


188 

61 

PRT 

Hepatitis E 


virus 


Ms 


<220> 
<223> 


zl2-orf 2-5 ' 


.pep 


H 


<400> 


188 





* ^ Met Arg Pro Arg Val Val Leu Leu Leu Phe Leu Val Phe Leu Pro Met 

fUi Leu Pro Ala Pro Pro Ala Gly Gin Xaa Thr Gly Arg Arg Arg Gly Arg 

2 0 2 5 3 0 

L =j Arg Ser Gly Gly Ala Gly Gly Gly Phe Trp Gly Asp Arg Val Asp Ser 

35 40 45 

Gin Pro Phe Ala Leu Pro Tyr lie His Pro Thr Asn Pro 

50 55 60 



<210> 189 
<211> 276 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> zl2-orf2-3' .pep 
<400> 189 

Thr Glu Leu lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 
15 10 15 

Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
20 25 30 



Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 
35 40 45 
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Leu Gly Asp Ser Arg Leu Val lie Gin Asp Tyr Asp Asn Gin His Glu 
50 55 60 

Gin Asp Arg Pro Thr Pro Ser Pro Ala Pro Ser Arg Pro Phe Ser Val 
65 70 75 80 

Leu Arg Ala Asn Asp Ala Leu Trp Leu Ser Leu Thr Ala Ala Glu Tyr 
85 90 95 

Asp Gin Thr Thr Tyr Gly Ser Ser Thr Asn Pro Met Tyr Val Ser Asp 
100 105 110 

Thr Val Thr Phe Val Asn Val Ala Thr Gly Ala Gin Ala Val Ala Arg 
115 120 125 

Ser Leu Asp Trp Ser Lys Val Thr Leu Asp Gly Arg Pro Leu Thr Thr 
130 135 140 

■is =it 

y5 lie Gin Gin Tyr Ser Lys Thr Phe Tyr Val Leu Pro Leu Arg Gly Lys 

J J 145 150 155 160 

m 



Leu Ser Phe Trp Glu Ala Gly Thr Thr Lys Ala Gly Tyr Pro Tyr Asn 
165 170 175 



=H Tyr Asn Thr Thr Al'a Ser Asp Gin lie Leu lie Glu Asn Ala Ala Gly 

% 4 180 185 190 



His Arg Val Ala lie Ser Thr Tyr Thr Thr Ser Leu Gly Ala Gly Pro 
195 200 205 

Val Ser Val Ser Ala Val Gly Val Leu Ala Pro His Ser Ser Leu Ala 
210 215 220 

lie Leu Glu Asp Thr Val Asp Tyr Pro Ala Arg Ala His Thr Phe Asp 
225 230 235 240 

Asp Phe Cys Pro Glu Cys Arg Ala Leu Gly Leu Gin Gly Cys Ala Phe 
245 250 255 

Gin Ser Thr lie Ala Glu Leu Gin Arg Leu Lys Met Lys Val Gly Lys 
260 265 270 

Thr Arg Glu Phe 
275 



<210> 190 
<211> 74 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> zl2-orf3.pep 



<400> 190 

Met Asn Asn Met Phe Cys Ala Ser Pro Met Gly Ser Pro Cys Ala Leu 
1 5 10 15 
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Gly Leu Phe Cys Cys Cys Ser Ser Cys Phe Cys Leu Cys Cys Pro Arg 
20 25 30 

His Arg Pro Ala Ser Arg Leu Ala Ala Val Val Gly Gly Ala Ala Ala 
35 40 45 

Val Pro Ala Val Val Ser Gly Val Thr Gly Leu lie Leu Ser Pro Ser 
50 55 60 

Pro Ser Pro lie Phe lie Gin Pro Thr Pro 
65 70 



<210> 191 
<211> 408 
<212> DNA 

... 

W <213> Hepatitis E virus 

JS; <220> 

£fi! <223> pJOorf 3-29 . seq 

m 

<400> 191 

"is* gaattcatga ataacatgtc ttttgcatcg cccatgggat caccatgcgc cctagggctg 60 

^ ttctgttgtt gctcttcgtg cttttgccta tgctgcccgc gccaccggcc agccagccgt 12 0 

ctggccgccg tcgtgggcgg cgcagcggcg gtgccggcgg tggtttctgg ggtgacaggg 18 0 

fit ttgattctca gcccttcgcc ctcccctata ttcatccaac caaccccttc gccgccgatg 240 

k Q tcgtttcaca acccggggct ggaactcgcc ctcgacagcc gccccgcccc cttggctccg 3 00 

5 

cttggcgtga ccagtcccag cgcccctccg ctgccccccg tcgtcgatct gccccagctt 36 0 
ggtctgcgcc gcgactacaa ggacgacgat gacaagtaat aaggatcc 4 08 



<210> 192 
<211> 1026 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> cksorf 2m-2 . seq 
<400> 192 

gaattcatgg gtgctgatgg gactgctgag cttactacca cagcagccac acgtttcatg 6 0 
aaggacctgc acttcgctgg cacgaatggc gttggtgagg tgggtcgtgg tatcgccctg 12 0 
acactgttca atctcgctga tacgcttctc ggcggtttac cgacagaatt gatttcgtcg 180 
gctgggggcc aactgtttta ctcccgcccg gttgtctcag ccaatggcga gccaacagta 24 0 
aagttatata catctgttga gaatgcgcag caagacaagg gcatcaccat tccacatgat 3 00 
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atagacctgg 


gtgactcccg 


tgtggttatc 


caggattatg 


ataaccagca 


tgagcaagac 


360 


cgacctactc 


cgtcacctgc 


cccctctcgc 


cccttctcag 


ttcttcgtgc 


caatgatgtt 


420 


ttgtggcttt 


ccctcactgc 


cgctgagtat 


gaccagacta 


cgtatgggtc 


gtccaccaac 


480 


cctatgtatg 


tctctgacac 


agttacgctt 


gttaatgtgg 


ctactggtgc 


tcaggctgtt 


540 


gcccgctccc 


ttgattggtc 


taaagttact 


ctggacggcc 


gcccccttac 


taccattcag 


600 


cagtattcta 


agacatttta 


tgttctcccg 


ctccgcggga 


agctgtcctt 


ttgggaggct 


660 


ggcacgacta 


aggccggcta 


cccttacaat 


tataatacta 


ccgctagtga 


ccaaattttg 


720 


attgagaatg 


cggccggcca 


ccgtgtcgct 


atttccacct 


ataccactag 


cttaggtgcc 


780 


ggtcctacct 


cgatct ctgc 


crcr t C crcr C cr t a 


ctggctccac 


actctgccct 


tgccgttctt 


840 


gaggatacta 


ttgattaccc 


cgcccgtgcc 


catacttttg 


atgatttttg 


cccggagtgc 


900 


cgtaccctag 


gtttgcaggg 


ttgtgcattc 


cagtctacta 


ttgctgagct 


ccagcgttta 


960 


aaaatgaagg 


taggtaaaac 


ccgggagtct 


gactacaagg 


acgacgatga 


caagtaataa 


1020 


ggatcc 












1026 



<210> 193 
<211> 1389 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> CKSORF32M-3 . seq 
<400> 193 

gaattcatga ataacatgtc ttttgcatcg cccatgggat caccatgcgc cctagggctg 60 
ttctgttgtt gctcttcgtg cttttgccta tgctgcccgc gccaccggcc agccagccgt 120 
ctggccgccg tcgtgggcgg cgtagcggcg gtgccggcgg tggtttctgg ggtgacaggg 18 0 
ttgattctca gcccttcgcc ctcccctata ttcatccaac caaccccttc gccgccgatg 240 
tcgtttcaca acccggggct ggaactcgcc ctcgacagcc gccccgcccc cttggctccg 300 
cttggcgtga ccagtcccag cgcccctccg ctgccccccg tcgtcgatct gccccagctt 360 
ggtctgcgcc gcggtgctga tgggactgct gagcttacta ccacagcagc cacacgtttc 420 
atgaaggacc tgcacttcgc tggcacgaat ggcgttggtg aggtgggtcg tggtatcgcc 480 
ctgacactgt tcaatctcgc tgatacgctt ctcggcggtt t.accgacaga attgatttcg 54 0 
tcggctgggg gccaactgtt ttactcccgc ccggttgtct cagccaatgg cgagccaaca 600 
gtaaagttat atacatctgt tgagaatgcg cagcaagaca agggcatcac cattccacat 66 0 
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gatatagacc 


tgggtgactc 


ccgtgtggtt 


atccaggatt 


atgataacca 


gcatgagcaa 


720 


gaccgaccta 


ctccgtcacc 


tgccccctct 


cgccccttct 


cagttcttcg 


tgccaatgat 


780 


gttttgtggc 


tttccctcac 


tgccgctgag 


tatgaccaga 


ctacgtatgg 


gtcgtccacc 


840 


aaccctatgt 


atgtctctga 


cacagttacg 


cttgttaatg 


tggctactgg 


tgctcaggct 


900 


gttgcccgct 


cccttgattg 


gtctaaagtt 


actctggacg 


gccgccccct 


tactaccatt 


960 


cagcagtatt 


ctaagacatt 


ttatgttctc 


ccgctccgcg 


ggaagctgtc 


cttttgggag 


1020 


gctggcacga 


ctaaggccgg 


ctacccttac 


aattataata 


ctaccgctag 


tgaccaaatt 


1080 


ttgattgaga 


atgcggccgg 


ccaccgtgtc 


gctatttcca 


cctataccac 


tagcttaggt 


1140 


gccggtccta 


cctcgatctc 


tgcggtcggc 


gtactggctc 


cacactctgc 


ccttgccgtt 


1200 


cttgaggata 


ctattgatta 


ccccgcccgt 


gcccatactt 


ttgatgattt 


ttgcccggag 


1260 


tgccgtaccc 


taggtttgca 


gggttgtgca 


ttccagtcta 


ctattgctga 


gctccagcgt 


1320 


ttaaaaatga 


aggtaggtaa 


aacccgggag 


tctgactaca 


aggacgacga 


tgacaagtaa 


1380 


taaggatcc 












1389 



<210> 194 
<211> 408 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> plorf 3-12 . con 
<400> 194 

gaattcatga ataacatgtc ttttgcatcg cccatgggat caccatgcgc cctagggctg 6 0 
ttctgttgtt gctcttcgtg cttttgccta tgctgcccgc gccaccggcc ggccagccgt 120 
ctggccgccg tcgtgggcgg cgcagcggcg gtgccggcgg tggtttctgg ggtgacaggg 180 
ttgattctca gcccttcgcc ctcccctata ttcatccaac caaccccttc gccgccgatg 240 
tcgtttcaca acccggggct ggaactcgcc ctcgacagcc gccccgcccc cttggctccg 3 00 
cttggcgtga ccagtcccag cgcccctccg ctgccccccg tcgtcgatct gccccagctt 360 
ggtctgcgcc gcgactacaa ggacgacgat gacaagtaat aaggatcc 408 

<210> 195 
<211> 1026 
<212> DNA 

<213> Hepatitis E virus 
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<220> 

<223> plorf 2 . 2-6 . seq 
<400> 195 

gaattcatgg gtgctgatgg gactgctgag cttactacca cagcagccac acgtttcatg 60 
aaggacctgc acttcgctgg cacgaatggc gttggtgagg tgggtcgtgg tatcgccctg 12 0 
acactgttca atctcgctga tacgcttctc ggcggtttac cgacagaatt gatttcgtcg 180 
gctgggggcc aactgtttta ctcccgcccg gttgtctcag ccaatggcga gccaacagta 24 0 
aagttatata catctgttga gaatgcgcag caagacaagg gcatcaccat tccacatgat 300 
atagacctgg gtgactcccg tgtggttatc caggattatg ataaccagca tgagcaagac 36 0 
cgacctactc cgtcacctgc cccctctcgc cccttctcag ttcttcgtgc caatgatgtt 420 
ttgtggcttt ccctcactgc cgctgagtat gaccagacta cgtatgggtc gtccaccaac 480 
cctatgtatg tctctgacac agttacgctt gttaatgtgg ctactggtgc tcaggctgtt 540 
gcccgctccc ttgattggtc taaagttact ctggacggcc gcccccttac taccattcag 600 
cagtattcta agacatttta tgttctcccg ctccgcggga agctgtcctt ttgggaggct 660 
ggcacgacta aggccggcta cccttacaat tataatacta ccgctagtga ccaaattttg 720 
attgagaatg cggccggcca ccgtgtcgct atttccacct ataccactag cttaggtgcc 780 
ggtcctacct cgatctctgc ggtcggcgta ctggctccac actctgccct tgccgttctt 840 
gaggatacta ttgattaccc cgcccgtgcc catacttttg atgatttttg cccggagtgc 900 
cgtaccctag gtttgcaggg ttgtgcattc cagtctacta ttgctgagct ccagcgttta 960 
aaaatgaagg taggtaaaac ccgggagtct gactacaagg acgacgatga caagtaataa 102 0 
ggatcc 1026 

<210> 196 
<211> 1389 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> PLORF3 2M-14-5 . seq 
<400> 196 

gaattcatga ataacatgtc ttttgcatcg cccatgggat caccatgcgc cctagggctg 60 
ttctgttgtt gctcttcgtg cttttgccta tgctgcccgc gccaccggcc agccagccgt 120 
ctggccgccg tcgtgggcgg cgtagcggcg gtgccggcgg tggtttctgg ggtgacaggg 18 0 
ttgattctca gcccttcgcc ctcccctata ttcatccaac caaccccttc gccgccgatg 240 
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tcgtttcaca 


acccggggct 


ggaactcgcc 


ctcgacagcc 


gccccgcccc 


cttggctccg 


300 


cttggcgtga 


ccagtcccag 


cgcccctccg 


ctgccccccg 


tcgtcgatct 


gccccagctt 


360 


ggtctgcgcc 


gcggtgctga 


tgggactgct 


gagcttacta 


ccacagcagc 


cacacgtttc 


420 


atgaaggacc 


tgcacttcgc 


tggcacgaat 


ggcgttggtg 


aggtgggtcg 


tggtatcgcc 


480 


ctgacactgt 


tcaatctcgc 


tgatacgctt 


ctcggcggtt 


taccgacaga 


attgatttcg 


540 


tcggctgggg 


gccaactgtt 


ttactcccgc 


ccggttgtct 


cagccaatgg 


cgagccaaca 


600 


gtaaagttat 


atacatctgt 


tgagaatgcg 


cagcaagaca 


agggcatcac 


cattccacat 


660 


gatatagacc 


tgggtgactc 


ccgtgtggtt 


atccaggatt 


atgataacca 


gcatgagcaa 


720 


gaccgaccta 


ctccgtcacc 


tgccccctct 


cgccccttct 


cagttcttcg 


tgccaatgat 


780 


gttttgtggc 


tttccctcac 


tgccgctgag 


tatgaccaga 


ctacgtatgg 


gtcgtccacc 


840 


aaccctatgt 


atgtctctga 


cacagttacg 


cttgttaatg 


tggctactgg 


tgctcaggct 


900 


gttgcccgct 


cccttgattg 


gtctaaagtt 


actctggacg 


gccgccccct 


tactaccatt 


960 


cagcagtatt 


ctaagacatt 


ttatgttctc 


ccgctccgcg 


ggaagctgtc 


cttttgggag 


1020 


gctggcacga 


ctaaggccgg 


ctacccttac 


aattataata 


ctaccgctag 


tgaccaaatt 


1080 


ttgattgaga 


atgcggccgg 


ccaccgtgtc 


gctatttcca 


cctataccac 


tagcttaggt 


1140 


gccggtccta 


cctcgatctc 


tgcggtcggc 


gtactggctc 


cacactctgc 


ccttgccgtt 


1200 


cttgaggata 


ctattgatta 


ccccgcccgt 


gcccatactt 


ttgatgattt 


ttgcccggag 


1260 


tgccgtaccc 


taggtttgca 


gggttgtgca 


ttccagtcta 


ctattgctga 


gctccagcgt 


1320 


ttaaaaatga 


aggtaggtaa 


aacccgggag 


tctgactaca 


aggacgacga 


tgacaagtaa 


1380 


taaggatcc 
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<210> 197 
<211> 74 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> zl2-orf 3-5 ' .pep 
<400> 197 

Met Asn Asn Met Phe Cys Ala Ser Pro Met Gly Ser Pro Cys Ala Leu 
15 10 15 



Gly Leu Phe Cys Cys Cys Ser Ser Cys Phe Cys Leu Cys Cys Pro Arg 
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His Arg Pro Ala Xaa Arg Leu Ala Ala Val Val Gly Gly Ala Ala Ala 
35 40 45 

Val Pro Ala Val Val Ser Gly Val Thr Gly Leu lie Leu Ser Pro Ser 
50 55 60 

Pro Ser Pro lie Phe lie Gin Pro Thr Pro 
65 70 



<210> 198 
<211> 63 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Description of Artificial Sequence: Primer orf23p 
<400> 198 

tatatggatc cttattactt gtcatcgtcg tccttgtagt cagactcccg ggttttacct 60 
acc 63 



*H; <210> 199 

h 4 <211> 338 

s <212> PRT 

M>. <213> Hepatitis E virus 

m 

rih <220> 



<223> cksorf 2m-2 . pep 
<400> 199 

Glu Phe Met Gly Ala Asp Gly Thr Ala Glu Leu Thr Thr Thr Ala Ala 
15 10 15 

Thr Arg Phe Met Lys Asp Leu His Phe Ala Gly Thr Asn Gly Val Gly 
20 25 30 

Glu Val Gly Arg Gly lie Ala Leu Thr Leu Phe Asn Leu Ala Asp Thr 
35 40 45 

Leu Leu Gly Gly Leu Pro Thr Glu Leu lie Ser Ser Ala Gly Gly Gin 
50 55 60 

Leu Phe Tyr Ser Arg Pro Val Val Ser Ala Asn Gly Glu Pro Thr Val 
65 70 75 80 

Lys Leu Tyr Thr Ser Val Glu Asn Ala Gin Gin Asp Lys Gly lie Thr 
85 90 95 

lie Pro His Asp lie Asp Leu Gly Asp Ser Arg Val Val lie Gin Asp 
100 105 110 

Tyr Asp Asn Gin His Glu Gin Asp Arg Pro Thr Pro Ser Pro Ala Pro 
115 120 125 
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Ser Arg Pro Phe Ser Val Leu Arg Ala Asn Asp Val Leu Trp Leu Ser 
130 135 140 

Leu Thr Ala Ala Glu Tyr Asp Gin Thr Thr Tyr Gly Ser Ser Thr Asn 
145 150 155 160 

Pro Met Tyr Val Ser Asp Thr Val Thr Leu Val Asn Val Ala Thr. Gly 
165 170 175 

Ala Gin Ala Val Ala Arg Ser Leu Asp Trp Ser Lys Val Thr Leu Asp 
180 185 190 

Gly Arg Pro Leu Thr Thr lie Gin Gin Tyr Ser Lys Thr Phe Tyr Val 
195 200 205 

Leu Pro Leu Arg Gly Lys Leu Ser Phe Trp Glu Ala Gly Thr Thr Lys 
210 215 220 

Ala Gly Tyr Pro Tyr Asn Tyr Asn Thr Thr Ala Ser Asp Gin lie Leu 
225 230 235 240 

lie Glu Asn Ala Ala Gly His Arg Val Ala lie Ser Thr Tyr Thr Thr 
245 250 255 

Ser Leu Gly Ala Gly Pro Thr Ser lie Ser Ala Val Gly Val Leu Ala 
260 265 270 

Pro His Ser Ala Leu Ala Val Leu Glu Asp Thr lie Asp Tyr Pro Ala 
275 280 285 

Arg Ala His Thr Phe Asp Asp Phe Cys Pro Glu Cys Arg Thr Leu Gly 
290 295 300 

Leu Gin Gly Cys Ala Phe Gin Ser Thr lie Ala Glu Leu Gin Arg Leu 
305 310 315 320 

Lys Met Lys Val Gly Lys Thr Arg Glu Ser Asp Tyr Lys Asp Asp Asp 
325 330 335 

Asp Lys 



<210> 200 
<211> 338 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> plorf 2 . 2-6 .pep 
<400> 200 

Glu Phe Met Gly Ala Asp Gly Thr Ala Glu Leu Thr Thr Thr Ala Ala 
15 10 15 



Thr Arg Phe Met Lys Asp Leu His Phe Ala Gly Thr Asn Gly Val Gly 
20 25 30 
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Glu Val Gly Arg Gly lie Ala Leu Thr Leu Phe Asn Leu Ala Asp Thr 
35 40 45 

Leu Leu Gly Gly Leu Pro Thr Glu Leu lie Ser Ser Ala Gly Gly Gin 
50 55 60 

Leu Phe Tyr Ser Arg Pro Val Val Ser Ala Asn Gly Glu Pro Thr Val 
65 70 75 80 

Lys Leu Tyr Thr Ser Val Glu Asn Ala Gin Gin Asp Lys Gly lie Thr 
85 90 95 

lie Pro His Asp lie Asp Leu Gly Asp Ser Arg Val Val lie Gin Asp 
100 105 110 

Tyr Asp Asn Gin His Glu Gin Asp Arg Pro Thr Pro Ser Pro Ala Pro 
115 120 125 

Ser Arg Pro Phe Ser Val Leu Arg Ala Asn Asp Val Leu Trp Leu Ser 
130 135 140 

Leu Thr Ala Ala Glu Tyr Asp Gin Thr Thr Tyr Gly Ser Ser Thr Asn 
145 150 155 160 

Pro Met Tyr Val Ser Asp Thr Val Thr Leu Val Asn Val Ala Thr Gly 
165 170 175 

Ala Gin Ala Val Ala Arg Ser Leu Asp Trp Ser Lys Val Thr Leu Asp 
180 185 190 

Gly Arg Pro Leu Thr Thr lie Gin Gin Tyr Ser Lys Thr Phe Tyr Val 
195 200 205 

Leu Pro Leu Arg Gly Lys Leu Ser Phe Trp Glu Ala Gly Thr Thr Lys 
210 215 220 

Ala Gly Tyr Pro Tyr Asn. Tyr Asn Thr Thr Ala Ser Asp Gin lie Leu 
225 230 235 240 

lie Glu Asn Ala Ala Gly His Arg Val Ala lie Ser Thr Tyr Thr Thr 
245 250 255 

Ser Leu Gly Ala Gly Pro Thr Ser lie Ser Ala Val Gly Val Leu Ala 
260 265 270 

Pro His Ser Ala Leu Ala Val Leu Glu Asp Thr lie Asp Tyr Pro Ala 
275 280 285 

Arg Ala His Thr Phe Asp Asp Phe Cys Pro Glu Cys Arg Thr Leu Gly 
290 295 300 

Leu Gin Gly Cys Ala Phe Gin Ser Thr lie Ala Glu Leu Gin Arg Leu 
305 310 315 320 



Lys Met Lys Val Gly Lys Thr Arg Glu Ser Asp Tyr Lys Asp Asp Asp 
325 330 335 
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Asp Lys 



<210> 201 
<211> 37 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Description of Artificial Sequence: Primer orf35p 
<400> 201 

tatatgaatt catgaataac atgtcttttg catcgcc 3 7 



<210> 202 
<211> 68 
<212> DNA 

<213> Hepatitis E virus 



C3| <220> 

<223> Description of Artificial Sequence: Primer orf33p 
7^ <400> 202 

tatatggatc cttattactt gtcatcgtcg tccttgtagt cgcggcgcag accaagctgg 6 0 



ggcagatc 6 8 



<210> 203 
<211> 132 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<22 3> pJOorf 3-29 .pep 
<400> 203 

Glu Phe Met Asn Asn Met Ser Phe Ala Ser Pro Met Gly Ser Pro Cys 
15 10 15 

Ala Leu Gly Leu Phe Cys Cys Cys Ser Ser Cys Phe Cys Leu Cys Cys 
20 25 30 

Pro Arg His Arg Pro Ala Ser Arg Leu Ala Ala Val Val Gly Gly Ala 
35 40 45 

Ala Ala Val Pro Ala Val Val Ser Gly Val Thr Gly Leu lie Leu Ser 
50 55 60 

Pro Ser Pro Ser Pro lie Phe lie Gin Pro Thr Pro Ser Pro Pro Met 
65 70 75 80 



Ser Phe His Asn Pro Gly Leu Glu Leu Ala Leu Asp Ser Arg Pro Ala 
85 90 95 
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Pro Leu Ala Pro Leu Gly Val Thr Ser Pro Ser Ala Pro Pro Leu Pro 
100 105 110 

Pro Val Val Asp Leu Pro Gin Leu Gly Leu Arg Arg Asp Tyr Lys Asp 
115 120 125 

Asp Asp Asp Lys 
130 



<210> 204 
<211> 132 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> plorf 3-12 .pep 
<400> 204 

Glu Phe Met Asn Asn Met Ser Phe Ala Ser Pro Met Gly Ser Pro Cys 
1 5 10 15 

Ala Leu Gly Leu Phe Cys Cys Cys Ser Ser Cys Phe Cys Leu Cys Cys 
20 25 30 

Pro Arg His Arg Pro Ala Ser Arg Leu Ala Ala Val Val Gly Gly Ala 
35 40 45 

Ala Ala Val Pro Ala Val Val Ser Gly Val Thr Gly Leu lie Leu Ser 
50 55 60 

Pro Ser Pro Ser Pro lie Phe lie Gin Pro Thr Pro Ser Pro Pro Met 
65 70 75 80 

Ser Phe His Asn Pro Gly Leu Glu Leu Ala Leu Asp Ser Arg Pro Ala 
85 90 95 

Pro Leu Ala Pro Leu Gly Val Thr Ser Pro Ser Ala Pro Pro Leu Pro 
100 105 110 

Pro Val Val Asp Leu Pro Gin Leu Gly Leu Arg Arg Asp Tyr Lys Asp 
115 120 125 

Asp Asp Asp Lys 
130 



<210> 205 

<211> 48 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Description of Artificial Sequence: Primer orf23 



<400> 205 
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ctcagcagtc ccatcagcac cgcggcgcag accaagctgg ggcagatc 



<210> 206 
<211> 459 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> CKSORF32M-3 .pep 
<400> 206 

Glu Phe Met Asn Asn Met Ser Phe Ala Ser Pro Met Gly Ser Pro Cys 
1 5 10 15 

Ala Leu Gly Leu Phe Cys Cys Cys Ser Ser Cys Phe Cys Leu Cys Cys 
20 25 30 

Pro Arg His Arg Pro Ala Ser Arg Leu Ala Ala Val Val Gly Gly Val 
35 40 45 

Ala Ala Val Pro Ala Val Val Ser Gly Val Thr Gly Leu lie Leu Ser 
50 55 60 

Pro Ser Pro Ser Pro lie Phe lie Gin Pro Thr Pro Ser Pro Pro Met 
65 70 75 80 

Ser Phe His Asn Pro Gly Leu Glu Leu Ala Leu Asp Ser Arg Pro Ala 
85 90 95 

Pro Leu Ala Pro Leu Gly Val Thr Ser Pro Ser Ala Pro Pro Leu Pro 
100 105 110 

Pro Val Val Asp Leu Pro Gin Leu Gly Leu Arg Arg Gly Ala Asp Gly 
115 120 125 

Thr Ala Glu Leu Thr Thr Thr Ala Ala Thr Arg Phe Met Lys Asp Leu 
130 135 140 

His Phe Ala Gly Thr Asn Gly Val Gly Glu Val Gly Arg Gly lie Ala 
145 150 155 160 

Leu Thr Leu Phe Asn Leu Ala Asp Thr Leu Leu Gly Gly Leu Pro Thr 
165 170 175 

Glu Leu lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro Val 
180 185 190 

Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val Glu 
195 200 205 

Asn Ala Gin Gin Asp Lys Gly lie Thr lie Pro His Asp lie Asp Leu 
210 215 220 

Gly Asp Ser Arg Val Val lie Gin Asp Tyr Asp Asn Gin His Glu Gin 
225 230 235 240 
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Asp Arg Pro Thr Pro Ser Pro Ala Pro Ser Arg Pro Phe Ser Val Leu 
245 250 255 

Arg Ala Asn Asp Val Leu Trp Leu Ser Leu Thr Ala Ala Glu Tyr Asp 
260 265 270 

Gin Thr Thr Tyr Gly Ser Ser Thr Asn Pro Met Tyr Val Ser Asp Thr 
275 280 285 

Val Thr Leu Val Asn Val Ala Thr Gly Ala Gin Ala Val Ala Arg Ser 
290 295 300 

Leu Asp Trp Ser Lys Val Thr Leu Asp Gly Arg Pro Leu Thr Thr lie 
305 310 315 320 

Gin Gin Tyr Ser Lys Thr Phe Tyr Val Leu Pro Leu Arg Gly Lys Leu 
325 330 335 

Ser Phe Trp Glu Ala Gly Thr Thr Lys Ala Gly Tyr Pro Tyr Asn Tyr 
340 345 350 

Asn Thr Thr Ala Ser Asp Gin lie Leu lie Glu Asn Ala Ala Gly His 
355 360 365 

Arg Val Ala lie Ser Thr Tyr Thr Thr Ser Leu Gly Ala Gly Pro Thr 
370 375 380 

Ser lie Ser Ala Val Gly Val Leu Ala Pro His Ser Ala Leu Ala Val 
385 390 395 400 

Leu Glu Asp Thr lie Asp Tyr Pro Ala Arg Ala His Thr Phe Asp Asp 
405 410 415 

Phe Cys Pro Glu Cys Arg Thr Leu Gly Leu Gin Gly Cys Ala Phe Gin 
420 425 430 

Ser Thr lie Ala Glu Leu Gin Arg Leu Lys Met Lys Val Gly Lys Thr 
435 440 445 

Arg Glu Ser Asp Tyr Lys Asp Asp Asp Asp Lys 
450 455 



<210> 207 
<211> 459 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> PL0RF32M-14-5 .pep 
<400> 207 

Glu Phe Met Asn Asn Met Ser Phe Ala Ser Pro Met Gly Ser Pro Cys 
15 10 15 



Ala Leu Gly Leu Phe Cys Cys Cys Ser Ser Cys Phe Cys Leu Cys Cys 
20 25 30 
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Pro Arg His Arg Pro Ala Ser Arg Leu Ala Ala Val Val Gly Gly Val 
35 40 45 

Ala Ala Val Pro Ala Val Val Ser Gly Val Thr Gly Leu lie Leu Ser 
50 55 60 

Pro Ser Pro Ser Pro lie Phe lie Gin Pro Thr Pro Ser Pro Pro Met 
65 70 75 80 

Ser Phe His Asn Pro Gly Leu Glu Leu Ala Leu Asp Ser Arg Pro Ala 
85 90 95 

Pro Leu Ala Pro Leu Gly Val Thr Ser Pro Ser Ala Pro Pro Leu Pro 
100 105 110 

Pro Val Val Asp Leu Pro Gin Leu Gly Leu Arg Arg Gly Ala Asp Gly 
115 120 125 

Thr Ala Glu Leu Thr Thr Thr Ala Ala Thr Arg Phe Met Lys Asp Leu 
130 135 140 

His Phe Ala Gly Thr Asn Gly Val Gly Glu Val Gly Arg Gly lie Ala 
145 150 155 160 

Leu Thr Leu Phe Asn Leu Ala Asp Thr Leu Leu Gly Gly Leu Pro Thr 
165 170 175 

Glu Leu lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro Val 
180 185 190 

Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val Glu 
195 200 205 

Asn Ala Gin Gin Asp Lys Gly lie Thr lie Pro His Asp lie Asp Leu 
210 215 220 

Gly Asp Ser Arg Val Val lie Gin Asp Tyr Asp Asn Gin His Glu Gin 
225 230 235 240 

Asp Arg Pro Thr Pro Ser Pro Ala Pro Ser Arg Pro Phe Ser Val Leu 
245 250 255 

Arg Ala Asn Asp Val Leu Trp Leu Ser Leu Thr Ala Ala Glu Tyr Asp 
260 265 270 

Gin Thr Thr Tyr Gly Ser Ser Thr Asn Pro Met Tyr Val Ser Asp Thr 
275 280 285 

Val Thr Leu Val Asn Val Ala Thr Gly Ala Gin Ala Val Ala Arg Ser 
290 295 300 

Leu Asp Trp Ser Lys Val Thr Leu Asp Gly Arg Pro Leu Thr Thr lie 
305 310 315 320 



Gin Gin Tyr Ser Lys Thr Phe Tyr Val Leu Pro Leu Arg Gly Lys Leu 
325 330 335 
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Ser Phe Trp Glu 
340 

Asn Thr Thr Ala 
355 

Arg Val Ala lie 
370 

Ser lie Ser Ala 
385 

Leu Glu Asp Thr 



Phe Cys Pro Glu 
420 

Ser Thr lie Ala 
435 

Arg Glu Ser Asp 
450 



Ala Gly Thr Thr 



Ser Asp Gin lie 
360 

Ser Thr Tyr Thr 
375 

Val Gly Val Leu 
390 

lie Asp Tyr Pro 
405 

Cys Arg Thr Leu 



Glu Leu Gin Arg 
440 

Tyr Lys Asp Asp 
455 



Lys Ala Gly Tyr 
345 

Leu lie Glu Asn 



Thr Ser Leu Gly 
380 

Ala Pro His Ser 
395 

Ala Arg Ala His 
410 

Gly Leu Gin Gly 
425 

Leu Lys Met Lys 



Asp Asp Lys 



Pro Tyr Asn Tyr 
350 

Ala Ala Gly His 
365 

Ala Gly Pro Thr 



Ala Leu Ala Val 
400 

Thr Phe Asp Asp 
415 

Cys Ala Phe Gin 
430 

Val Gly Lys Thr 
445 



<210> 208 
<211> 36 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Description of Artificial Sequence: Primer 
orf 2mid5p 

<400> 208 

tatatgaatt catgggtgct gatgggactg ctgagc 



<210> 209 
<211> 418 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 1440ol.seq 

<220> 

<221> CDS 

<222> (3) . . (416) 

<400> 209 

ct ggc aty act act gey att gag cag get get ctg get gcg gee aat 
Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn 
15 10 15 



tec gee ttg gcg aat get gtg gtg gtt egg ccg ttt tta tec cgt gtt 
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Ser Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val 
20 25 30 

caa act gat ate ctt att aac ctg atg caa ccc cgt cag ctt gtg ttc 
Gin Thr Asp lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe 
35 40 45 

egg cct gaa gtt etc tgg aac cat ccg ate cag cga gtt ata cat aat 
Arg Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn 
50 55 60 

gag ctg gaa caa tac tgt cga gec cgc get ggc cgc tgt ctt gag gtg 
Glu Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val 
65 70 75 

ggc get cac cca agg tct att aat gat aac ccc aat gtt ctg cac egg 
Gly Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg 
80 85 _ 90 95 

tgc ttt etc cgc ccg gtt ggg aga gac gtc cag cgc tgg tat tec gee 
Cys Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala 
100 105 110 

ccc act cgt ggt cca gcg get aac tgc cgc cgt tct gcg eta cgc ggt 
Pro Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly 
115 120 125 

ttg ccc cct gtc gac cgc act tac tgt yty gat gg 
Leu Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 



<210> 210 
<211> 138 
<212> PRT 

<213> Hepatitis E virus 
<400> 210 

Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn Ser 
15 10 15 

Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val Gin 
20 25 30 

Thr Asp lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe Arg 
35 40 45 

Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn Glu 
50 55 60 

Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val Gly 
65 70 75 80 

Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg Cys 
85 90 95 



Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala Pro 
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m 
rui 



100 105 110 

Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly Leu 
115 120 125 

Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 



<210> 211 

<211> 197 

<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 1440o2.seq 

<220> 

<221> CDS 

<222> (2) . . (196) 



<400> 211 

M- g aca gaa ttr att teg teg get gga ggt caa ctg ttc tac tec cgc ccg 4 9 

42: Thr Glu Xaa lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 

^ 15 10 15 



gtt gtc tea gee aat ggc gag ccg act gtt aag tta tac ace tct gtc 97 
Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
20 25 30 



gag aat gca cag cag gat aag ggc att get ata cca cat gat ata gac 14 5 
-Jj Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 

y3j 35 40 45 

tta ggg gat tec cgt gtg gtt ata caa gat tat gay aac car cay gaa 193 
Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
50 55 60 

caa g 197 
Gin 
65 



<210> 212 
<211> 65 
<212> PRT 

<213> Hepatitis E virus 
<400> 212 

Thr Glu Xaa lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 
1 5 10 15 

Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
20 25 30 



Glu Asn Ala Gin Gin Asp Lys 
35 



Gly 
40 



lie Ala 



lie Pro His Asp lie Asp 
45 
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Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
50 55 60 

Gin 
65 

<210> 213 
<211> 418 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 2015-1. seq 

<220> 
<221> CDS 
C3 <222> (3) . . (416) 

<400> 213 

£H; ct ggc aty act act gey att gag cag get get ctg get gcg get aac 4 7 

fg Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn 

It 15 10 15 

:a*. 

tct gec ttg gcg aat get gtg gtg gtc egg ccg ttc ctg tec cgc act 95 

Ser Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Thr 
B 20 25 30 

f~LP cag act gat att ctt att aat ttg atg caa ccc egg caa ctt gta ttc 143 

fU; Gin Thr Asp lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe 

LI. 35 40 45 



cgc cct gag gtt ttg tgg aac cat ccg ate cag cga gtc ata cat aat 191 

Arg Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn 
50 55 60 

gag ctg gag cag tat tgc cgt get cgt get ggt cgc tgc ctg gag gtt 23 9 

Glu Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val 
65 70 75 

999 9 ct cat cca a 9 a tct atc aat 9 ac aac cct aat 9 fct ct 9 cac °99 287 

Gly Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg 
80 85 90 95 

tgt ttc etc cgt ccg gtt ggg cga gac gta cag cgt tgg tat tct gee 33 5 

Cys Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala 

100 105 110 

cct act cgc ggc ccg gcg get aat tgc cgc cgt tec gcg tta cgt ggc 383 

Pro Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly 
115 120 125 



eta cct cct gtc gac cgc act tac tgt yty gat gg 418 
Leu Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 




120/140 



m 



-1; 



<210> 214 
<211> 138 
<212> PRT 

<213> Hepatitis E virus 
<400> 214 

Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn Ser 
15 10 15 

Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Thr Gin 
20 25 30 

Thr Asp lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe Arg 
35 40 45 

Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn Glu 
50 55 60 



,1 Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val Gly 

^ 65 70 75 80 



Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg Cys 
85 90 95 

Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala Pro 
100 105 110 

Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly Leu 
115 120 125 

Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 



<210> 215 
<211> 197 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 2015o2.seq 

<220> 

<221> CDS 

<222> (2) . . (196) 

<400> 215 * 

g aca gaa ttr att teg teg get gga ggc cag etc ttc tac tec cgc cca 49 
Thr Glu Xaa He Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 
15 10 15 

gtc gtc tea gee aat ggc gag ccg act gtt aaa ttg tat aca tec gtc 97 
Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
20 25 30 



gag aat gcg cag cag gac aag ggc att gec ata cca cat gat ata gat 145 
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Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 
35 40 45 

eta gga gat tec cgc gtg gtt ate cag gat tat gay aac car cay gaa 193 
Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
50 55 60 

caa g 197 
Gin 
65 



<210> 216 
<211> 65 
<212> PRT 

<213> Hepatitis E virus 
<400> 216 

Hi Thr Glu Xaa lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 

4* 15 10 15 

m 

£3i Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 

20 25 30 



S3; 



Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 
35 40 45 

Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
50 55 60 

Gin 
65 



<210> 217 
<211> 251 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 14404-2. seq 

<220> 

<221> CDS 

<222> (3) . . (251) 

<223> orf2 

<220> 

<223> orf3 from position 1 to position 165 
<400> 217 

at att cat cca ace aac ccc ttt gec tec gac gtc gta teg caa tec 47 
lie His Pro Thr Asn Pro Phe Ala Ser Asp Val Val Ser Gin Ser 
15 10 15 



ggg g ct gga get cgc cct cga cag ccg gec cgc ccc etc ggc tec tct 
Gly Ala Gly Ala Arg Pro Arg Gin Pro Ala Arg Pro Leu Gly Ser Ser 



95 
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Gly Leu Glu Leu Ala Leu Asp Ser Arg Pro Ala Pro Ser Ala Pro Leu 
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20 25 30 

Gly Val Thr Ser Pro Ser Ala Pro Pro Leu Ser Pro Val Val Asp Leu 
35 40 45 

Pro Gin Leu Gly Leu Arg Arg 
50 55 



<210> 220 
<211> 251 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 20154-2. seq 

<220> 

<221> CDS 

<222> (3) . . (251) 

<223> orf2 

<220> 

<223> orf3 from position 1 to position 165 
<400> 220 

at att cat cca acc aac ccc ttt gcc gcc gac gtc gta tea caa ccc 47 
lie His Pro Thr Asn Pro Phe Ala Ala Asp Val Val Ser Gin Pro 
1 5 10 15 

ggg get gga get cgc cct cga cag ccg ccc cgc ccc etc ggc tec tct 95 
Gly Ala Gly Ala Arg Pro Arg Gin Pro Pro Arg Pro Leu Gly Ser Ser 
20 25 30 

tgg c 9t 9 at ca £T tec cag cgc ccc tec get gcc ccc cgt cgt cga tct 143 
Trp Arg Asp Gin Ser Gin Arg Pro Ser Ala Ala Pro Arg Arg Arg Ser 
35 40 45 

acc cca get ggg get gcg ccg tta act get gtt tec cct gcg ccc gat 191 
Thr Pro Ala Gly Ala Ala Pro Leu Thr Ala Val Ser Pro Ala Pro Asp 
50 55 60 

acg gcc cca gtc ccc gac gtt gat tec cgt ggt gcc ate ctg cgc egg 239 
Thr . Ala Pro Val Pro Asp Val Asp Ser Arg Gly Ala lie Leu Arg Arg 
65 70 75 

cag tat aac eta 251 
Gin Tyr Asn Leu 
80 



<210> 221 

<211> 83 

<212> PRT 

<213> Hepatitis E virus 



<400> 



221 
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He His Pro Thr Asn Pro Phe Ala Ala Asp Val Val Ser Gin Pro Gly 
15 10 15 

Ala Gly Ala Arg Pro Arg Gin Pro Pro Arg Pro Leu Gly Ser Ser Trp 
20 25 30 

Arg Asp Gin Ser Gin Arg Pro Ser Ala Ala Pro Arg Arg Arg Ser Thr 
35 40 45 

Pro Ala Gly Ala Ala Pro Leu Thr Ala Val Ser Pro Ala Pro Asp Thr 
50 55 60 

Ala Pro Val Pro Asp Val Asp Ser Arg Gly Ala He Leu Arg Arg Gin 
65 70 75 80 

Tyr Asn Leu 



<210> 222 
<211> 55 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> 20154-2. seq orf3 
<400> 222 

He Phe He Gin Pro Thr Pro Leu Pro Pro Thr Ser Tyr His Asn Pro 
1 5 10 15 

Gly Leu Glu Leu Ala Leu Asp Ser Arg Pro Ala Pro Ser Ala Pro Leu 
20 25 30 

Gly Val lie Ser Pro Ser Ala Pro Pro Leu Pro Pro Val Val Asp Leu 
35 40 45 

Pro Gin Leu Gly Leu Arg Arg 
50 55 



<210> 223 
<211> 48 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> US-2 3-2e 
<400> 223 

Thr He Asp Tyr Pro Ala Arg Ala His Thr Phe Asp Asp Phe Cys Pro 
15 10 15 

Glu Cys Arg Thr Leu Gly Leu Gin Gly Gys Ala Phe Gin Ser Thr He 
20 25 30 



Ala Glu Leu Gin Arg Leu Lys Met Lys Val Gly Lys Thr Arg Glu Ser 
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35 40 45 



<210> 224 
<211> 33 
<212> PRT 

<213> Hepatitis E virus 
<220> 

<223> US-2 4-2 
<400> 224 

Asp Ser Arg Pro Ala Pro Leu Val Pro Leu Gly Val Thr Ser Pro Ser 
15 10 15 

Ala Pro Pro Leu Pro Pro Val Val Asp Leu Pro Gin Leu Gly Leu Arg 
20 25 30 

Arg 



<210> 225 
<211> 450 
<212> DNA 

<213> Hepatitis E virus 



<220> 

<223> Bp.pile {hpesvp} 



<400> 225 
ggctcctggc 


atcactactg 


ctattgagca 


ggctgctcta 


gcagcggcca 


actctgccct 


60 


ggcgaatgct 


gtggtagtta 


ggccttttct 


ctctcaccag 


cagattgaga 


tcctcattaa 


120 


cctaatgcaa 


cctcgccagc 


ttgttttccg 


ccccgaggtt 


ttctggaatc 


atcccatcca 


180 


gcgtgtcatc 


cataacgagc 


tggagcttta 


ctgccgcgcc 


cgctccggcc 


gctgtcttga 


240 


aattggcgcc 


catccccgct 


caataaatga 


taatcctaat 


gtggtccacc 


gctgcttcct 


300 


ccgccctgtt 


gggcgtgatg 


ttcagcgctg 


gtatactgct 


cccactcgcg 


ggccggctgc 


360 


taattgccgg 


cgttccgcgc 


tgcgcgggct 


tcccgctgct 


gaccgcactt 


actgcctcga 


420 


cgggttttct 


ggctgtaact 


ttcccgccga 








450 



<210> 226 

<211> 450 * 
<212> DNA 

<213> Hepatitis E virus 



<220> 
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<223> Bp.pile {hpeuigh} 
<400> 226 

ggctcctggc atcactactg ctattgagca ggctgctcta gcagcggcca attctgccct 60 
tgcgaatgct gtggtagtta ggccttttct ctctcaccag cagattgaga tccttattaa 12 0 
cctaatgcaa cctcgccagc ttgttttccg ccccgaggtt ttctggaacc accccatcca 18 0 
gcgtgtcatc cataatgagc tggagcttta ctgtcgcgcc cgctccggcc gctgccttga 24 0 
aattggtgcc caccctcgct caataaacga caatcctaat gtggtccacc gctgcttcct 300 
ccgccctgcc gggcgtgatg ttcagcgttg gtatactgct cctacccgcg ggccggctgc 360 
taattgccgg ggttccgcac tgcgcgggct ccccgctgct gaccgcactt actgcttcga 42 0 
cgggttttct ggctgtaact ttcccgccga 450 

<210> 227 
<211> 450 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Sp.pile {hpea} 
<400> 227 

ggctcctggc atcactactg ctattgagca ggctgctcta gcagcggcca actctgccct 60 
tgcgaatgct gtggtagtta ggccttttct ctctcaccag cagattgaga tccttattaa 12 0 
cctaatgcaa cctcgccagc ttgttttccg ccccgaggtt ttctggaacc atcccatcca 18 0 
gcgtgttatc cataatgagc tggagcttta ctgtcgcgcc cgctccggcc gctgcctcga 24 0 
aattggtgcc cacccccgct caataaatga caatcctaat gtggtccacc gttgcttcct 300 
ccgtcctgcc gggcgtgatg ttcagcgttg gtatactgcc cctacccgcg ggccggctgc 360 
taattgccgg cgttccgcgc tgcgcgggct ccccgctgct gaccgcactt actgcttcga 42 0 
cgggttttct ggctgtaact ttcccgccga 450 



<210> 228 
<211> 446 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Sp.pile {840455p} 
<400> 228 

cctggcatta ctactgccat tgagcaggct gctctggctg cggccaattc tgccttggcg 60 



127/140 



aatgctgtgg tggttcggcc gtttttatct cgcgtgcaaa ccgagattct tattaatttg 12 0 
atgcaacccc ggcagttggt tttccgccct gaggtacttt ggaatcaccc tatccagcgg 18 0 
gttatacata atgaattaga acagtactgc cgggctcggg ctggtcgttg cttggaggtt 24 0 
ggagctcacc caagatccat taatgacaac cccaacgttc tgcatcggtg tttccttaga 300 
ccggttggcc gagatgttca gcgctggtac tctgccccca cccgcggccc tgcggctaat 36 0 
tgccgccgct ccgcgttgcg tggtctcccc cccgctgacc gcacttactg ctttgatgga 42 0 
ttctcccgtt gtgcttttgc tgcaga 446 

<210> 229 
<211> 450 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Bp.pile {hpenssp} 
<400> 229 

ggctcctggc atcactactg ctattgagca agcagctcta gcagcggcca actccgccct 60 
tgcgaatgct gtggtggtcc ggcctttcct ttcccatcag caggttgaga tccttataaa 12 0 
tctcatgcaa cctcggcagc tggtgtttcg tcctgaggtt ttttggaatc acccgattca 18 0 
acgtgttata cataatgagc ttgagcagta ttgccgtgct cgctcgggtc gctgccttga 24 0 
gattggagcc cacccacgct ccattaatga taatcctaat gtcctccatc gctgctttct 300 
ccaccccgtc ggccgggatg ttcagcgctg gtacacagcc ccgactaggg gacctgcggc 36 0 
gaactgtcgc cgctcggcac ttcgtggtct gccaccagcc gaccgcactt actgttttga 42 0 
tggctttgcc ggctgccgtt ttgccgccga 450 



<210> 230 
<211> 450 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<2 23> 5p Consensus 
<220> 

<221> variation 
<222> () . . (450) 

<223> The nucleotide identity of each n is indicated in 
Figure 9 . 

<400> 230 

nnnncctggc atnactactg cnattgagca ngcngctctn gcngcggcca antcngccnt 60 



128/140 



ngcgaatgct gtggtngtnn ggccnttnnt ntcncnnnng cannnngaga tnctnatnaa 12 0 
nntnatgcaa ccncgncagn tngtnttncg nccngaggtn ntntggaanc anccnatnca 18 0 
ncgngtnatn cataangann tngancnnta ntgncgngcn cgnncnggnc gntgnntnga 24 0 
nnttggngcn canccnngnt cnatnaanga naanccnaan gtnntncanc gntgnttnct 3 00 
nnnnccngnn ggncgngatg ttcagcgntg gtanncngcn ccnacnngng gnccngcngc 360 
iiaantgncgn ngntcngcnn tncgnggnct nccnncngcn gaccgcactt actgnntnga 42 0 
nggnttnncn ngntgnnnnt ttncngcnga 4 50 

<210> 231 
<211> 300 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {hpea} shown in Figure 9B 
<400> 231 

actgagtcag tgaagccagt gcttgacctg acaaattcaa ttctgtgtcg ggtggaatga 60 
ataacatgtc ttttgctgcg cccatgggtt cgcgaccatg cgccctcggc ctattttgct 12 0 
gttgctcctc atgtttctgc ctatgctgcc cgcgccaccg cccggtcagc cgtctggccg 180 
ccgtcgtggg cggcgcagcg gcggttccgg cggtggtttc tggggtgacc gggttgattc 24 0 
tcagcccttc gcaatcccct atattcatcc aaccaacccc ttcgcccccg atgtcaccgc 300 

<210> 232 
<211> 300 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {hpeuigh} shown in Figure 9B 
<400> 232 

actgagtcgg tgaagccagt gctcgacttg acaaattcaa tcctgtgtcg ggtggaatga 60 
ataacatgtc ttttgctgcg cccatgggtt ggcgaccatg cgccctcggc ctattttgct 12 0 
gttgctcctc atgtttctgc ctatcgtgcc cgcgccaccg cccggtcagc cgtctggccg 18 0 
ccgtcgtggg cggcgcagcg gcggttccgg cggtggtttc tggggtgacc gggttgattc 24 0 
tcagcccttc gcaatcccct atattcatcc aaccaacccc ttcgcccccg atgtcaccgc 300 
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<211> 300 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {hpesvp} shown in Figure 9B 
<400> 233 

actgagtcag taaaaccagt gctcgacttg acaaattcaa tcttgtgtcg ggtggaatga 6 0 
ataacatgtc ttttgctgcg cccatgggtt cgcgaccatg cgccctcggc ctattttgtt 12 0 
gctgctcctc atgtttttgc ctatgctgcc cgcgccaccg cccggtcagc cgtctggccg 18 0 
ccgtcgtggg cggcgcagcg gcggttccgg cggtggtttc tggggtgacc gggttgattc 24 0 
tcagcccttc gcaatcccct atattcatcc aaccaacccc ttcgcccccg atgtcaccgc 300 



<210> 234 
<211> 300 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {hpenssp} shown in Figure 9B 
<400> 234 

acagagtctg ttaagcctat acttgacctt acacactcaa ttatgcaccg gtctgaatga 60 
ataacatgtg gtttgctgcg cccatgggtt cgccaccatg cgccctaggc ctcttttgct 120 
gttgttcctc ttgtttctgc ctatgttgcc cgcgccaccg accggtcagc cgtctggccg 180 
ccgtcgtggg cggcgcagcg gcggtaccgg cggtggtttc tggggtgacc gggttgattc 24 0 
tcagcccttc gcaatcccct atattcatcc aaccaacccc tttgccccag acgttgccgc 300 



<210> 235 
<211> 297 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {840453p} shown in Figure 9B 
<400> 235 

acagagacta ttaaacctgt acttgatctc acaaattcca tcatacagcg ggtggaatga 6 0 
ataacatgtc ttttgcatcg cccatgggat caccatgcgc cctagggctg ttctgttgtt 120 
gttcctcatg tttctgccta tgctgcccgc gccaccggcc ggtcagccgt ctggccgtcg 180 
ccgtgggcgg cgcagcggcg gtgccggcgg tggtttctgg agtgacaggg ttgattctca 240 
gcccttcgcc ctcccctata ttcatccaac caaccccttc gccgccgatg tcgtttc 297 
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<210> 236 
<211> 300 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<22 3> 3p Consensus shown in Figure 9B 
<220> 

<221> variation 
<222> (1) . . (300) 

<223> The nucleotide identity of each n is indicated in 
Figure 9B 

<400> 236 

acngagncnn tnaanccnnt nctnganntn acanantcna tnntnnnncg gnnngaatga 60 
ataacatgtn ntttgcnncg cccatgggnt nnnnaccatg cgccctnggn ctnttntgnt 12 0 
gntgntcctc ntgtttntgc ctatnntgcc cgcgccaccg nccggtcagc cgtctggccg 18 0 
ncgncgtggg cggcgcagcg gcggtnccgg cggtggtttc tggngtgacn gggttgattc 240 
tcagcccttc gcnntcccct atattcatcc aaccaacccc ttngccncng angtnnnnnc 3 00 

<210> 237 
<211> 250 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {hpea} shown in Figure 9C 
<400> 237 

agcgcttacc ctgtttaacc ttgctgacac cctgcttggc ggtctaccga cagaattgat 60 
ttcgtcggct ggtggccagc tgttctactc tcgccccgtc gtctcagcca atggcgagcc 120 
gactgttaag ctgtatacat ctgtggagaa tgctcagcag gataagggta ttgcaatccc 180 
gcatgacatc gacctcgggg aatcccgtgt agttattcag gattatgaca accaacatga 240 
gcaggaccga 2 50 



<210> 238 
<211> 250 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {hpeuigh} shown in Figure 9C 



<400> 238 
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agcgcttacc ctgtttaacc ttgctgacac cctgcttggc ggtctaccga cagaattgat 60 
ttcgtcggct ggtggccagc tgttctactc tcgccccgtc gtctcagcca atggcgagcc 120 
gactgttaag ctgtatacat ctgtagagaa tgctcagcag gataagggta ttgcaatccc 18 0 
gcatgacatc gacctcgggg aatctcgagt tgttattcag gattatgaca accaacatga 240 
gcaggaccgg 2 50 

<210> 239 
<211> 250 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {hpesvp} shown in Figure 9C 
<400> 239 

agccctcacc ctgttcaacc ttgctgacac tctgcttggc ggcctgccga cagaattgat 60 
ttcgtcggct ggtggccagc tgttctactc ccgtcccgtt gtctcagcca atggcgagcc 12 0 
gactgttaag ttgtatacat ctgtagagaa tgctcagcag gataagggta ttgcaatccc 180 
gcatgacatt gacctcggag aatctcgtgt ggttattcag gattatgata accaacatga 240 
acaagatcgg 2 50 

<210> 240 
<211> 250 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> 3p.pile {hpenssp} shown in Figure 9C 
<400> 240 

agctctaaca ttacttaacc ttgctgacac gctcctcggc gggctcccga cagaattaat 6 0 
ttcgtcggct ggcgggcaac tgttttattc ccgcccggtt gtctcagcca atggcgagcc 120 
aaccgtgaag ctctatacat cagtggagaa tgctcagcag gataagggtg ttgctatccc 180 
ccacgatatc gatcttggtg attcgcgtgt ggtcattcag gattatgaca accagcatga 240 
gcaggatcgg 2 50 



<210> 241 

<211> 250 

<212> DNA 

<213> Hepatitis E virus 
<220> 
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<223> 3p.pile {840453p} shown in 
<400> 241 

tgccctgact ctgtttaatc ttgctgatac 
ttcgtcggct gggggtcaac tgttttactc 
gggggtcaac tgttttactc ccgccctgtt 
acacgacata gatttaggtg actcccgtgt 
acaagatcga 



Figure 9C 

gcttcttggt ggtttaccga cagaattgat 60 
ccgccctgtt cagaattgat ttcgtcggct 120 
tgcgcagcaa gacaagggca tcaccattcc 18 0 
ggttatccag gattatgata accagcacga 24 0 

250 



3** 

hd 



<210> 242 

<211> 250 

<212> DNA 

<213> Hepatitis E virus 



sis*:. 

£ffe <220> 

rOv <223> 3p Consensus shown in Figure 9C 

La, 

j* s < 2 2 0 > 

2 j| <221> variation 

%; <222> () . . (250) 

Sl <223> The nucleotide identity of each n is indicated in 
M Figure 9C 

FUl <400> 242 

1=4 ngcnctnacn ntnntnaanc ttgctganac nctnctnggn ggnntnccga cagaattnat 6 0 

ttcgtcggct ggnggncanc tgttntantc ncgnccngtn gtctcngcca atggcgagcc 12 0 

nacngtnaag ntntanacat cngtngagaa tgcncagcan ganaagggnn tnncnatncc 18 0 

ncanganatn ganntnggng antcncgngt ngtnatncag gattatgana accancanga 24 0 
ncangancgn 2 50 



<210> 243 
<211> 418 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Aulol-wlabolpl .pat 

<220> 

<221> CDS 

<222> (3) . . (416) 

<400> 243 

ct ggc aty act act gey att gag caa get get ctg get gcg gec aat 47 
Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn 
15 10 15 
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tct gcc ttg gcg aat get gtg gtg gtt egg ccg ttt tta tec cgt gtg 
Ser Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val 
20 25 30 

cag act gag ate ctt att aac ttg atg caa cct egg cag ctg gtg ttc 
Gin Thr Glu lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe 
35 40 45 

cga cct gag gtg ctt tgg aat cat ccc att cag egg gtt ate cat aat 
Arg Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn 
50 55 60 

gag tta gaa caa tac tgc egg gcc egg gcc ggc cgt tgc eta gag gtg 
Glu Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val 
65 70 75 

ggg gcc cac cca agg tec att aac gat aac ccc aat gtt ttg cac egg 
Gly Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg 
80 85 90 95 

tgt ttt ctg cga ccg gtc ggg agg gat gtt cag cgc tgg tac tct gcc 
Cys Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala 
100 105 110 

ccc acc cgc ggc cct gcg get aac tgc cgc cgc tec get ttg cgt ggc 
Pro Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly 
115 120 125 

ctt ccc ccc gtc gac cgc act tac tgt yty gat gg 
Leu Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 



<210> 244 
<211> 138 
<212> PRT 

<213> Hepatitis E virus 
<400> 244 

Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn Ser 
15 10 15 

Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val Gin 
20 25 30 

Thr Glu lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe Arg 
35 40 45 

Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn Glu 
50 55 60 

Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val Gly 
65 70 75 80 



Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg Cys 
85 90 95 
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Phe Leu Arg Pro Val Gly Arg Asp 
100 

Thr Arg Gly Pro Ala Ala Asn Cys 
115 120 



Val Gin Arg Trp Tyr Ser Ala Pro 
105 110 

Arg Arg Ser Ala Leu Arg Gly Leu 
125 



Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 



Hi 



<210> 245 
<211> 197 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Aulo2-wlao2 . pat 

<220> 

<221> CDS 

<222> (2) . . (196) 



^ <400> 245 

g aca gaa ttr att teg teg get ggg gga cag tta ttc tac tec cgc cct 4 9 

15 Thr Glu Xaa lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 

15 10 15 

16 9 tv 9 tc tca 9 CC aat 99° 9 a 9 cc 9 act 9 fct aaa tta tat aca tct 9 ta 97 
Xaa Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 



20 25 30 

gag aat gcg cag cag gac aag ggg att gee ate cca cat gat ata gat 14 5 
Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 
35 40 45 

ctg ggc gac tct cgt gtg gtg ate cag gat tat gay aac car cay gaa 193 
Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
50 55 60 

caa g 197 
Gin 
65 



<210> 246 
<211> 65 
<212> PRT 

<213> Hepatitis E virus 
<400> 246 

Thr Glu Xaa He Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 
15 10 15 

Xaa Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
20 25 30 



Glu Asn Ala Gin Gin Asp Lys Gly He Ala He Pro His Asp He Asp 
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35 40 45 

Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
50 55 60 

Gin 
65 



<210> 247 
<211> 418 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Arlol- f73olpl.pat 



<220> 
fj <221> CDS 

<222> (3) . . (416) 



<400> 247 

ct ggc aty act act gey att gag caa get get ctg get gcg gee aac 47 

Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn 

15 10 15 



tct gee ttg gcg aat get gtg gtg gtt egg ccg ttt tta tec cgt gtg 95 
5 Ser Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val 

U. 2 0 2 5 3 0 



cag ace gag att ctt att aac eta atg caa ccc egg cag ctg gtt ttt 143 
Gin Thr Glu lie Leu lie Asn Leu Met Gin Pro Arg Gin Leu Val Phe 
35 40 45 

cgt cct gag gtg ctt tgg aac cat cct ate cag egg gtt att cat aat 191 
Arg Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn 
50 55 60 

gag tta gaa cag tac tgt egg get egg get ggt cgc tgc eta gag gtc 23 9 
Glu Leu Glu Gin Tyr Cys Arg Ala Arg Ala Gly Arg Cys Leu Glu Val 
65 70 75 

ggg gee cac cca agg tec att aat gat aac cct aat gtt ttg cac egg 287 
Gly Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Leu His Arg 
80 85 90 95 

tgc ttc eta cga cca gtc ggg agg gat gtt caa cgt tgg tat tec gee 335 
Cys Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala 
100 105 110 

ccc ace cgc ggt cct get gee aac tgc cgc cgt tec get ctg cgc ggc 3 83 
Pro Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly 
115 120 125 

etc cct ccc gtc gac cgc act tac tgt yty gat gg 418 
Leu Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 
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<210> 248 
<211> 138 
<212> PRT 
<213> Hepatitis 

<400> 248 
Gly Xaa Thr Thr 
1 

Ala Leu Ala Asn 
20 

Thr Glu lie Leu 
35 

Pro Glu Val Leu 
50 

Leu Glu Gin Tyr 
65 

Ala His Pro Arg 



Phe Leu Arg Pro 
100 

Thr Arg Gly Pro 
115 

Pro Pro Val Asp 
130 



E virus 



Xaa lie Glu Gin 
5 

Ala Val Val Val 



lie Asn Leu Met 
40 

Trp Asn His Pro 
55 

Cys Arg Ala Arg 
70 

Ser lie Asn Asp 
85 

Val Gly Arg Asp 



Ala Ala Asn Cys 
120 

Arg Thr Tyr Cys 
135 



Ala Ala Leu Ala 
10 

Arg Pro Phe Leu 
25 

Gin Pro Arg Gin 



lie Gin Arg Val 
60 

Ala Gly Arg Cys 
75 

Asn Pro Asn Val 
90 

Val Gin Arg Trp 
105 

Arg Arg Ser Ala 



Xaa Asp 



Ala Ala Asn Ser 
15 

Ser Arg Val Gin 
30 

Leu Val Phe Arg 
45 

lie His Asn Glu 



Leu Glu Val Gly 
80 

Leu His Arg Cys 
95 

Tyr Ser Ala Pro 
110 

Leu Arg Gly Leu 
125 



<210> 249 
<211> 145 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Arl-f 73o2p2 .pat 

<220> 

<221> CDS 

<222> (1) . . (144) 

<400> 249 

gty gtc tcr gcc aat ggc gag ccg act gtt aag eta tat aca tct gta 

Xaa Val Xaa Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 

1 5 10 15 



gag aac gcg cag cag gat aaa ggg ate gcc att cca cac gat ata gat 
Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 
20 25 30 
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ctg ggc gat tec cgt gtg gtc att cag gat tat gay aac car cay gaa c 14 5 
Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
35 40 45 



<210> 250 
<211> 48 
<212> PRT 

<213> Hepatitis E virus 
<400> 250 

Xaa Val Xaa Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
15 10 15 

Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 
20 25 30 

Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
35 40 45 



tf\ <210> 251 

ffli <211> 418 

<212> DNA 
" <213> Hepatitis E virus 



<220> 

<223> Ar2ol-f 77olpl .pat 



flk <220> 

fjjl <221> CDS 

U.- <222> (3) . . (416) 



<400> 251 

ct ggc aty act act gey att gag caa get get ctg get gcg get aac 4 7 
Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn 
15 10 15 

tct gee ttg gcg aat get gtg gtg gtt egg ccg ttt eta tec cgt gtg 95 
Ser Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val 
20 25 30 

cag act gag ate ctt att aac tta atg car ccc egg car ctg gtt ttc 143 
Gin Thr Glu lie Leu lie Asn Leu Met Xaa Pro Arg Xaa Leu Val Phe 
35 40 45 

cgt ccc gag gtg ctt tgg aat cat ccc att caa egg gtt att cat aat 191 
Arg Pro Glu Val Leu Trp Asn His Pro lie Gin Arg Val lie His Asn 
50 55 60 

gaa tta gag cag tac tgc egg ace egg get ggc cgt tgt tta gag gtc 23 9 
Glu Leu Glu Gin Tyr Cys Arg Thr Arg Ala Gly Arg Cys Leu Glu Val 
65 70 75 

gga gee cat cca agg tec att aat gac aac cct aac gtt cyg cac egg 287 
Gly Ala His Pro Arg Ser lie Asn Asp Asn Pro Asn Val Xaa His Arg 
80 85 90 95 



♦ • 
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tgc ttc tta cga cca gtc ggg agg gat gtc caa cga tgg tac tea gec 335 
Cys Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala 
100 105 110 

ccc act cgc ggc cct gcg get aat tgc cgt cgt tec get ttg cgt ggt 383 
Pro Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly 
115 120 125 

etc cct cct gtc gac cgc act tac tgt yty gat gg 418 
Leu Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 



<210> 252 
<211> 138 
<212> PRT 

<213> Hepatitis E virus 
<400> 252 

Gly Xaa Thr Thr Xaa lie Glu Gin Ala Ala Leu Ala Ala Ala Asn Ser 
15 10 15 



□J Ala Leu Ala Asn Ala Val Val Val Arg Pro Phe Leu Ser Arg Val Gin 

20 25 30 

vj; Thr Glu He Leu He Asn Leu Met Xaa Pro Arg Xaa Leu Val Phe Arg 

35 40 45 



Pro Glu Val Leu Trp Asn His Pro He Gin Arg Val lie His Asn Glu 
50 55 60 



ru 
rur 

Leu Glu Gin Tyr Cys Arg Thr Arg Ala Gly Arg Cys Leu Glu Val Gly 

y J? 65 70 75 80 

Ala His Pro Arg Ser He Asn Asp Asn Pro Asn Val Xaa His Arg Cys 
85 90 95 

Phe Leu Arg Pro Val Gly Arg Asp Val Gin Arg Trp Tyr Ser Ala Pro 
100 105 110 

Thr Arg Gly Pro Ala Ala Asn Cys Arg Arg Ser Ala Leu Arg Gly Leu 
115 120 125 

Pro Pro Val Asp Arg Thr Tyr Cys Xaa Asp 
130 135 



<210> 253 
<211> 197 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> Ar2o2-f 7702 .pat 
<220> 
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<221> CDS 

<222> (2) . . (196) 

<400> 253 

g aca gaa ttr att teg teg get ggg ggt cag ttg ttt tac tec cgc cct 49 
Thr Glu Xaa lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 
1 5 10 15 

gtc gtc tea gec aat ggc gag ccg act gtt aag ttg tat aca tct gtg 97 
Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
20 25 30 

gag aat gcg cag cag gat aaa gga ate gec ate cca cac gac ata gat 145 
Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 
35 40 45 

ct 9 9S C 9 at tec cgt gtg gtt att cag gat tat gay aac car cay gaa 193 
Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
fl 50 55 60 

<& 

caa g 197 

- 1 65 

Ml 

<210> 254 
^Jj <211> 65 

s <212> PRT 

<213> Hepatitis E virus 



<400> 254 

Thr Glu Xaa lie Ser Ser Ala Gly Gly Gin Leu Phe Tyr Ser Arg Pro 
15 10 15 

Val Val Ser Ala Asn Gly Glu Pro Thr Val Lys Leu Tyr Thr Ser Val 
20 25 30 

Glu Asn Ala Gin Gin Asp Lys Gly lie Ala lie Pro His Asp lie Asp 
35 40 45 

Leu Gly Asp Ser Arg Val Val lie Gin Asp Tyr Xaa Asn Xaa Xaa Glu 
50 55 60 

Gin 
65 



<210> 255 
<211> 23 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<22 3> HEVConsORF lN-al 



<400> 255 

ccrtcrarrc artaggtgcg gtc 



23 



<210> 256 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORF 2N-al 
<400> 256 

cytgytcrtg ytggttrtca taatc 



<210> 257 
<211> 21 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORF 1N-S2 
<400> 257 

cygccytkgc gaatgctgtg g 

<210> 258 
<211> 25 
<212> DNA 

<213> Hepatitis E virus 
<220> 

<223> HEVConsORF 2N-a2 
<400> 258 

gytcrtgytg rttrtcataa tcctg 



